NCBI Description 



(AC003114) Contains similarity to dihydrof olate reductase 
(dfrl) gb_L13703 from Schizosaccharomyces pombe. ESTs 
gb_N37567 and gb_T43002 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



25438 

127191_1.R1040 
vwf700677441.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



25439 

127207_1.R1040 

vwf700677467.hl 

BLASTX 

g2114473 

273 

5.0e-24 

155 

34 

(U96963) p!40mDia [Mus musculus] 
25440 

127225_1.R1040 
vwf700677496.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



25441 

127232_1.R1G40 

zsg701117482.hl 

BLASTX 

g2435511 

217 

2.0e-17 

69 

58 

(AF024504) contains similarity to prolyl 4-hydroxylase 
alpha subunit [Arabidopsis thaliana] 

25442 

127334JL.R1040 
uC-gmrominsoyl22g04bl 

25443 

127356_1.R1040 

leu701147136.hl 

BLASTX 

g3641252 

344 

2.0e-32 

116 

58 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 

25444 

127372_1.R1040 
pcp700991873.hl 



Seq. No. 



25445 



3997 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



127377JL.R1040 
vwf700677792.hl 

25446 

127404JL.R1040 

crh700851307.hl 

BLASTX 

g3152568 

391 

4.0e-53 

155 
66 

(AC002986) Similar to hypothetical protein product 
gb_Z97337 from A. thaliana. EST gb_H76597 comes from this 
gene. [Arabidopsis thaliana] 

25447 

127410_1.R1040 

epx701104689.hl 

BLASTX 

gl653444 

227 

3.0e-18 

169 

34 

(D90913) hypothetical protein [Synechocystis sp.] 
25448 

127422_1.R1040 
epx701106527.hl 

25449 

127433JL.R1040 
vwf 700677878. hi 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



25450 

127450_1.R1040 
g5677663 

25451 

127461_1.R1040 

fC-gmse7000758287fl 

BLASTN 

gl381672 

193 

1.0e-104 

525 
84 

Pisum sativum gibberellin 
25452 

127472_1.R1040 

bth700849456.hl 

BLASTX 

g4415917 

238 

6.0e-37 



20-oxidase mRNA, complete cds 



3998 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



126 
46 

(AC006282) putative protein containing zinc finger domain 
[Arabidopsis thaliana] 

25453 

127476_1.R1040 

vwf700677948.hl 

BLASTX 

g22380 

253 

2.0e-22 

74 

77 

(X59714) CAAT-box DNA binding protein subunit B (NF-YB) 
[Zea mays] 

25454 

127478JL.R1040 

vwf700677950.hl 

BLASTX 

gl695882 

405 

2.0e-39 

154 

58 

(U63743) mitotic centromere-associated kinesin [Homo 
sapiens] 

25455 

127512JL.R1040 

jex700905903.hl 

BLASTX 

g3287695 

271 

6.0e-24 

82 
62 

(AC003979) 
gb_1729503 
thaliana] 



Similar to hypothetical protein C34B7.2 

from C. elegans cosmid gb_Z83220. [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



25456 

127539_1.R1040 

txt700735922.hl 

BLASTX 

g4218005 

191 

1.0e-14 

64 

56 

(AC006135) putative vicilin storage protein 
[Arabidopsis thaliana] 

25457 

127548_1.R1040 
vwf700678069.hl 



(globulin-like) 



3999 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3850582 

352 

2.0e-33 

112 

62 

(AC005278) 



F15K9.14 [Arabidopsis thaliana] 



25458 

127560_1.R1040 
kll701213535.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



25459 

127576J..R1040 
kll701208016.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25460 

127595_1.R1040 
vwf700678159.hl 



Seq. No. 

Contig ID 
5 '-most EST 



25461 

127619JL.R1040 
rca701000604.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25462 

127650_1.R1040 

kll701215475.hl 

BLASTX 

gl903034 

233 

4.0e-19 

91 

52 

(X94625) amp-binding protein [Brassica napus] 
25463 

127657_1.R1040 

vwf700678849.hl 

BLASTN 

g4206101 

147 

3.0e-77 

246 

87 

Glycine max retroelement diaspora gag-pol polyprotein 
(gag-pol) pseudogene, partial sequence 



25464 

127704_1.R1040 

zzp700832927.hl 

BLASTX 

g4220512 

796 

2.0e-87 

175 

80 

(AL035356) putative pectate lyase 



[Arabidopsis thaliana] 



4000 



II 



ciprr Nn 


25465 


Contig ID 


127705 1.R1040 


5 '-most EST 


vwf700678483.hl 




25466 


Contig ID 


127735 1.R1040 


5 '-most EST 


vwf700678536.hl 


Seq. No, 


25467 


Contig ID 


127745 1.R1040 


5' -most EST 


vwf700678556.hl 


Seq, No. 


25468 


Contig ID 


127760 1.R1G40 


5' -most EST 


vwf700678582.hl 


Method 


BLASTX 


NCBI GI 


g913445 


BLAST score 


628 


E value 


2.0e-65 


Match length 


173 


% identity 


65 


NCBI Description 


(S75487) alcohol 




homolog {EC 1.1.1 




red cherry, Pepti 


Seq. No. 


25469 


Contig ID 


127817 1.R1040 


5 '-most EST 


zsg701118027.h2 


Method 


BLASTX 


NCBI GI 


g3122671 


BLAST score 


311 


E value 


2.0e-28 


Match length 


78 


% identity 


76 


NCBI Description 


HYPOTHETICAL RAE1 



[Lycopersicon esculentum=tomatoes, 
389 aa] [Lycopersicon esculentum] 



cv. 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



probable export protein - Arabidopsis thaliana >gi_1297188 
(U53501) Theoretical protein with similarity to Swiss-Prot 

Accession Number P41838 poly A+ RNA export protein 
[Arabidopsis thaliana] 

25470 

127824_1.R1040 

epx701107761.hl 

BLASTX 

gl769897 

141 

5.0e-14 

97 

49 

(Y08010) lectin receptor kinase [Arabidopsis thaliana] 
25471 

127872JL.R1040 
zhf700960611.hl 
BLASTX 
g2462781 



4001 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



523 

3.0e-53 

156 

69 

(U73175) carbamoyl phosphate synthetase small subunit 
[Arabidopsis thaliana] 

25472 

127898_1.R1040 

asj700967385.hl 

BLASTX 

g4539351 

180 

1.0e-13 

60 
60 

(AL035539) putative protein [Arabidopsis thaliana] 
25473 

127901_1.R1040 

rlr700900909.hl 

BLASTX 

gl30997 

269 

2.0e-23 

156 

4 

REPETITIVE PROLINE-RICH CELL WALL PROTEIN 1 PRECURSOR 

>gi_81809_pir A29324 proline-rich protein precursor - 

soybean >gi_170049 (J02746) proline-rich protein [Glycine 
max] 

25474 

127933_1.R1040 
vwf 700678874. hi 

25475 

127959JL.R1040 

vwf700678918.hl 

BLASTX 

g3132477 

321 

6.0e-30 

89 

20 

(AC003096) unknown protein [Arabidopsis thaliana] 
25476 

127966_1.R1040 
vwf700678951.hl 

25477 

127990_1.R1040 
vwf700678986.hl 

25478 

128005 1.R1040 



4002 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



jC-gmfl02220094h09al 

BLASTX 

g3935185 

316 

4.0e-29 

84 

65 

(AC004557) F17L21.28 



[Arabidopsis thaliana] 



25479 

128010__1.R1040 

kll701213537.hl 

BLASTX 

g283004 

155 

1.0e-10 

58 
27 

DNA-binding protein Gt-2 - rice >gi_20249_emb_CAA48328 
(X68261) gt-2 [Oryza sativa] 

25480 

128069J..R104Q 
vwf 700679222. hi 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 



25481 

128074JL.R1040 
jC-gmf!02220108h01al 

25482 

128078JL.R1040 
vwf700679232.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



25483 

128079JL.R1040 
vwf700679234.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25484 

128089JL.R1040 
vwf700679249.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25485 

128167JL.R1040 
vwf700679515.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25486 

128178JL.R1040 

asn701139643.hl 

BLASTX 

g2583120 

670 

3.0e-70 

202 
66 

(AC002387) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



4003 



Seq. No. 25487 

Contig ID 128187_1 .R1040 

5' -most EST fde700874394.hl 



Seq. No. 25488 

Contig ID 128199_1 .R1040 

5' -most EST pxt700943649 .hi 

Seq. No. 25489 

Contig ID 128210_1 . R1040 

5' -most EST epx701106740.hl 

Method BLASTX 

NCBI GI g4165510 

BLAST score 287 

E value 1.0e-25 

Match length 143 

% identity 39 

NCBI Description (AL034356) predicted using hexExon; L7 610.8, DNAJ-like 
protein, len:232 aa; Similarity to prokaryotic DNAJ 
proteins and eukarytic DNAJ-like chaperones. E.coli DNAJ 
(SW:DNAJ_ECOLI) BLAST score: 405 P: 5.3e-38, 37% identity 
in 

Seq. No. 25490 

Contig ID 128213JL.R1040 

5' -most EST f C-gmro700849489gl 

Method BLASTN : 

NCBI GI g458339 

BLAST score 163 

E value 2.0e-86 

Match length 336 

% identity 90 

NCBI Description Vigna radiata clone pVR-AC02 

1-aminocyclopropane-l-carboxylate oxidase homolog mRNA, 

partial cds 

Seq. No. 25491 

Contig ID 128221_1 . R1040 

5 T -most EST kll701203893 . hi 

Seq. No. 25492 

Contig ID 128225JL . R1040 

5' -most EST gsv701054146 .hi 

Seq. No. 25493 

Contig ID 128238_1 .R1040 

5' -most EST asn701142726 . hi 

Method BLASTX 

NCBI GI g3329294 

BLAST score 593 

E value 5.0e-61 

Match length 282 

% identity 44 

NCBI Description (AE001355) Zinc Metalloprotease (insulinase family) 
[Chlamydia trachomatis] 

Seq. No. 25494 



4004 



CD 



Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



128273_1.R1040 
vwf700679727.hl 

25495 

128280J..R1040 

wvk700685126.hl 

BLASTN 

g2244991 

39 

3.0e-12 

119 

83 

Arabidopsis thaliana DNA chromosome 4, ESSA I contig 
fragment No 

25496 

128283_1.R1040 

zhf700959967.hl 

BLASTX 

g4038034 

434 

1.0e-42 

90 

90 

(AC005936) unknown protein [Arabidopsis thaliana] 
25497 

128283_2.R1040 

dpv701102859.hl 

BLASTX 

g4038034 

99 

7.0e-09 

37 

89 

(AC005936) unknown protein [Arabidopsis thaliana] 
25498 

128331JLR1040 
gsv701049493.hl 

25499 

128341_1.R1040 

g5342381 

BLASTX 

g4512687 

497 

4.0e-50 

114 

82 

(AC006931) floral homeotic protein AGL5 [Arabidopsis 
thaliana] 

25500 

128341_2.R1040 

leu701147365.hl 

BLASTN 



4005 



CI 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



g861080 
64 

1.0e-27 

144 

86 

P. ginseng gag2 mRNA for agamous 
25501 

128350JL.R1040 
vwf 700679892. hi 



Seq. No. 
Contig ID 
5 1 -most EST 



25502 

128354_1.R1040 
awf700836485.hl 



Seq. No. 
Contig ID 
5' -most EST 



25503 

128362JL.R1040 
ejt700606111.h2 



Seq. No. 
Contig ID 
5' -most EST 



25504 

128385_1.R1040 
jC-gmst02400055al0dl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25505 

128390_1.R1040 
rca701000392.hl 

25506 

128396_1.R1040 

ejt700606153.h2 

BLASTX 

g2702284 

142 

1.0e-12 

86 

66 

(AC003033) Argonaute (AGOl)-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



25507 

128432JL.R1040 
ejt700606210.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



25508 

128443JL.R1040 
pcp700992841.hl 

25509 

128445_1.R1040 
ejt700606227.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25510 

128449_1.R1040 
sat701004913.hl 



Seq. No. 
Contig ID 



25511 

128450 1.R1040 



4006 



# 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



kll701208990.hl 
25512 

128453_1.R1040 
pcp700995447.hl 

25513 

128454_1.R1040 
uC-gmropic097a08bl 

25514 

128456JL.R1040 
jC-gmle01810059cllal 

25515 

128463_1.R1040 
ejt700606252.hl 

25516 

128475JL.R1040 

ejt700606267.hl 

BLASTX 

g3282505 

169 

2.0e-14 

72 

60 

(AF020786) polyphenol oxidase precursor [Prunus armeniaca] 
25517 

128476_1.R1040 
ejt700606268.hl 

25518 

128478JL.R1040 
bth700847819.hl 

25519 

128491JL.R1040 
uC-gmropic064a08bl 

25520 

128504_1.R1040 
wvk700679904.h2 

25521 

128508_1.R1040 
jC-gmle0181004 6cl2al 

25522 

128510_1.R1040 
wvk700682713.hl 

25523 

128515JL.R1040 
wvk700679920.h2 



4007 



# 

Seq. No. 25524 

Contig ID 128524_1 . R1040 

5 '-most EST wvk70067 9931.h2 

Seq. No. 25525 

Contig ID 128525_1 .R1040 

S'-most EST wvk700679932.h2 

Seq. No. 25526 

Contig ID 12854 9_1 . R1040 

5' -most EST leu701145743 .hi 

Seq. No. 25527 

Contig ID 128554_1 . R1040 

5 f -most EST j sh701070353 .hi 

Seq. No. 25528 

Contig ID 128568J..R1040 

5' -most EST wvk700679992.h2 

Method BLASTX 

NCBI GI gl477468 

BLAST score 190 

E value 1.0e-14 

Match length 90 

% identity 44 
NCBI Description (U35244) vacuolar protein sorting homolog r-vps33a LRattus 
norvegicus] 

Seq. No. 25529 

Contig ID 128579_1 . R1040 

5' -most EST uC-gmf Iminsoy002d09bl 

Method BLASTX 

NCBI GI gl477565 

BLAST score 220 

E value 1.0e-17 

Match length 139 

% identity 4 

NCBI Description (U50078) p532 [Homo sapiens] 

>gi_4557026_ref_NP_003913.1_pHERCl_ hect (homologous to the 
E6-AP (UBE3A) carfooxyl terminus) domain and RCC1 
(CHCl)-like domain (RLD) 

Seq. No. 25530 

Contig ID 128596_1 . R1040 

5' -most EST uC-gmrominsoy053cllbl 

Seq. No. 25531 

Contig ID 128606_1 . R1040 

5' -most EST wvk700680061 . h2 

Seq. No. 25532 

Contig ID 128618_1 .R1040 

5' -most EST jC-gmro02910073b05dl 

Seq. No. 25533 

Contig ID 128623_1 .R1040 

5 T -most EST wvk700680134 . h2 




4008 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25534 

128629JL.R1040 

wvk700680115.h2 

BLASTX 

gl854386 

508 

2.0e-51 
193 
53 

(AB001375 
vinifera] 



similar to soluble NSF attachment protein [Vitis 



25535 

128631_1.R1040 

wrg700789621.h2 

BLASTX 

gl707015 

493 

1.0e-49 

185 
52 

(U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



25536 

128643_1.R1040 
hyd700728339.hl 

25537 

128665_1.R1040 
wvk700680174.h2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



25538 

12867 6_1.R1040 
wvk700680190.h2 

25539 

128690_1.R1040 

kmv700741503.hl 

BLASTX 

g2245005 

321 

1.0e-29 

127 

61 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
25540 

128700_1.R1Q40 

zhf700951964.hl 

BLASTX 

g3540182 

198 

2.0e-15 

83 

54 



4009 



# 



NCBI Description (AC004122) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25541 

128701_1.R1040 
wvk700680231.h2 

25542 

128711_1.R1040 

wvk700680252.h2 

BLASTX 

g730692 

160 

6.0e-ll 

84 
44 

RUBISCO-ASSOCIATED PROTEIN >gi_454179 (L28804) putative 

[Glycine max] >gi__1090839_prf 2019481A RuBisCO complex 

protein [Glycine max] 

25543 

128723JL.R1040 

hrw701063519.hl 

BLASTX 

g2317901 

247 

4.0e-28 

132 

51 

(U89959) Similar to vesicle transport protein, PIR 
Accession Number A55931 [Arabidopsis thaliana] 

25544 

128724_1.R1040 

uC-gmropic032e03bl 

BLASTX 

g2507281 

716 

5.0e-76 

137 

93 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_1668706_emb_CAA66048_ 
(X97380) atran2 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25545 

128725_1.R1040 

hrw701062822.hl 

BLASTX 

g3549660 

228 

2.0e-18 

94 

63 

(AL031394) carbonate dehydratase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 



25546 

128743 1.R1040 



4010 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wvk700680314.hl 

BLASTX 

g2827637 

155 

3.0e-10 

49 

55 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25547 

128760_1.R1040 
uC-gmropic014e01bl 



Seq. No. 
Contig ID 
5 '-most EST 



25548 

128780__1.R1040 
zsg701130245.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



25549 

128781JL.R1040 
wvk700681073.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



25550 

128783_1.R1040 
wrg700788805.h2 



Seq. No. 
Contig ID 
5" -most EST 



25551 

128784_1.R1040 
wvk700680430.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25552 

128785_1.R1040 
wvk700680439.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



25553 

128795_1.R1040 
wvk700680464.hl 
BLASTX 
g4539455 



BLAST score 


291 


E value 


2.0e-30 


Match length 


164 


% identity 


47 


NCBI Description 


(AL049500) T5C23.70 


Seq. No. 


25554 


Contig ID 


128797 1.R1040 


5 '-most EST 


sat701011752.hl 


Seq. No. 


25555 


Contig ID 


128799 1.R1040 


5' -most EST 


wvk700681024.hl 


Seq. No. 


25556 


Contig ID 


128805 1.R1040 


5' -most EST 


jC-gmle01810045e03dl 


Seq. No. 


25557 



[Arabidopsis thaliana] 



4011 



Contig ID 


128806 1.R1040 


5 '-most EST 


wvk700680496.hl 


Seq. No. 


ZOODo 


Contig ID 


128817 1.R1040 


5 '-most EST 


wvk700680524.hl 


Seq. No. 


^oooy 


Contig ID 


128821 1.R1040 


5' -most EST 


wvk700680533.hl 


Seq. No. 




Contig ID 




5 -most EST 


WVK /UUooUOOo . ni 


Seq. No. 


ZOO OX 


Contig id 




o -most Ejbi 


nP— rrrnrnrn nODOl hOfttol 


Method 


E>J_lA.O 1 A 


NCBI GI 


g3776011 


BLAST score 


375 


E value 


4 . ue— o o 


Match length 


Ok Q 

y y 


% identity 


71 


NCBI Description 


(AJ010469) RNA helic 


Seq. No. 


zoooz 


Contig ID 


128 91 / 1 . R1U4 U 


5' -most EST 


wvkv 0 0 o o 0 o zo . nl 


Seq. No. 


25563 


Contig ID 


128921 1.R1U4U 


5 -most EST 


w v k/uudoUojo .ni 


Method 


BLASTX 




yo o _7o o o y 


BLAST score 


204 


E value 


2.0e-16 


Match length 


89 


% identity 


22 


NCBI Description 


(AF096371) contains 



2-hydroxyacid dehydrogenases 
19.11) [Arabidopsis thaliana] 



I to D-isomer specific 
(Pfam: 2-Hacid DH.hmm, score 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



25564 

128951_1.R1040 

kmv700744076.hl 

BLASTX 

g3928150 

827 

1.0e-88 

273 

63 

(AJ131049) hypothetical protein [Cicer arietinum] 
25565 

128955_1.R1040 
wvk700680921.hl 



4012 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



# 



25566 

128961_1.R1040 
hyd700725028.hl 

25567 

128962_1.R1040 
wvk700680933.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25568 

128965_1.R1040 

zsg701126127.hl 

BLASTX 

g3859659 

349 

2.0e-49 

162 

72 

(AL031394) putative potassium transporter AtKT5p (AtKT5) 
[Arabidopsis thaliana] 

25569 

128972JL.R1040 

wvk700680949.hl 

BLASTX 

g2495724 

188 

4.0e-14 

100 

41 

HYPOTHETICAL PROTEIN KIAA0249 >gi_16657 67_dbj_BAAl3380_ 
(D87436) Similar to Human KIAA0188 protein [Homo sapiens] 

25570 

128980_1.R1040 

zpv700761263.hl 

BLASTX 

g3643607 

881 

4.0e-95 

183 
53 

(AC005395) unknown protein [Arabidopsis thaliana] 
25571 

128981_1.R1040 

wvk700680961.hl 

BLASTX 

g3367534 

818 

9.0e-88 

189 

82 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



4013 



Seq. No. 


zoo /z 


Contig ID 


Izoyb / 1.K1U4U 


rr i "COT 1 

0 -ItlOS Z hoi 


-i ch7m 06648 A hi 

J Sn / UiUODriO'i • J.1.L 


Method 


BLAbTX 


NCBI GI 


g4512668 


BLAST score 


222 


E value 


/ . Uc 1 0 


Match length 


87 


% identity 


4 y 


NCBI Description 


(ACOuoyJl) unJcnc 


Seq. No. 


25573 


Contig ID 


129031 1.R1U4U 


o -most Ebi 


rca /uiuuu^u / • ni 


Method 


DT 7\ OTV 

bLAbl A 


NCBI GI 


g4olzbZo 


BLAST score 


291 


E value 


8.0e-26 


Match length 


O A £ 
Z4 O 


% identity 


oZ 


NCBI Description 


(AC004793) ESTs 




gb Z25560 come 


Seq. No. 


O C C *7 A 

zoo / 4 


Contig ID 


129052 1.R104U 


5 '-most EST 


jex700904681 .hi 


Seq. No. 


O C C 1 c 

25575 


Contig ID 


129057 1.R1U40 


D —mOSU tiOl 


aonTfll 1 ^49^^ hi 


Method 


BLASTX 


NCBI GI 


g4432814 


BLAST score 


386 


E value 


1.0e-37 


Match length 


101 



from this gene. [Arabidopsis thaliana] 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



72 

(AC006593) unknown protein [Arabidopsis thaliana] 
25576 

129066_1.R1040 

jC-gmle01810012a05dl 

BLASTX 

gl750190 

319 

3.0e-29 

77 

77 

(U79744) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

25577 

129075_1.R1040 

wvk700681138.h2 

BLASTX 

g3021281 

189 

2.0e-14 



4014 



Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



93 
44 

(AL022347) serine/threonine kinase - like protein 
[Arabidopsis thaliana] 

25578 

129080JL.R1040 
zhf700961334.hl 



Seq. No. 
Contig ID 
5' -most EST 



25579 

129101JL.R1040 
wvk700681184.h2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



25580 

129124J..R1040 
wvk700681229.hl 

25581 

129125JL.R1040 
kmv700743615.hl 

25582 

129129_1.R1040 
zsg701129676.hl 

25583 

129141_1.R1040 

jC-gmst02400056e01dl 

BLASTX 

g4490323 

177 

9.0e-13 

76 

47 

(AJ131464) nitrate transporter [Arabidopsis thaliana] 
25584 

129163JL.R1040 
wvk700681317.h2 

25585 

129179JL.R1040 

rca701001131.hl 

BLASTX 

g4220514 

315 

1.0e-29 

85 
79 

(AL035356) putative protein [Arabidopsis thaliana] 
25586 

129191_1.R1040 

rca700998186.hl 

BLASTX 

g3738327 

1214 



4015 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CD 



1.0e-133 
445 
54 

(AC005170) 
thaliana] 



putative serine carboxypeptidase [Arabidopsis 



25587 

129191_2.R1040 

fC-gmle700871950f3 

BLASTX 

g2443888 

220 

1.0e-23 

98 
58 

(AC002294) similar to serine carboxypeptidases [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25588 

129195_1.R1040 
wvk700681364.h2 



Seq. No. 

Contig ID 
5 '-most EST 



25589 

129212_1.R1040 
wvk700681386.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25590 

129226_1.R1040 

jC-gmle01810036dl2a2 

BLASTX 

g3063469 

333 

6.0e-31 

158 

47 

(AC003981) F22013.31 [Arabidopsis thaliana] 
25591 

129233_1.R1040 

jC-gmle01810085d08dl 

BLASTX 

g3269291 

314 

9.0e-29 
117 
54 

(AL030978) 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



25592 

129259_1.R1040 
wvk700681471.h2 



Seq. No. 
Contig ID 
5' -most EST 
Method 



25593 

129268JL.R1040 

smc700746085.hl 

BLASTX 



4016 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2342690 
265 

1.0e-23 

74 

69 

(AC000106) Similar to Homo copine I (gb_U83246) . 
[Arabidopsis thaliana] 

25594 

129303J..R1040 

uC-gmflminsoy007hllbl 

BLASTX 

gl26409 

327 

2.0e-30 

108 

59 

LIPOXYGENASE 1 >gi_100005_pir S22153 lipoxygenase (EC 

1.13.11.12) - kidney bean >gi_21017_emb_CAA45088_ (X63525) 
lipoxygenase [Phaseolus vulgaris] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



25595 

129308_1.R1040 
jC-gmfl02220113h03dl 

25596 

129313_1.R1040 

g4396199 

BLASTX 

g2462834 

132 

9.0e-13 

102 
41 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
25597 

129333JL.R1040 

wvk700682529.h2 

BLASTX 

g2501460 

314 

3.0e-29 

87 

72 

PROBABLE UBIQUITIN CARB OXYL-TERMI N AL HYDROLASE HAUSP 
(UBIQUITIN THIOLESTERASE HAUSP) (UBIQUITIN-SPECIFIC 
PROCESSING PROTEASE HAUSP) ( DEUBIQUITINATING ENZYME HAUSP) 
(HERPESVIRUS ASSOCIATED UBIQUITIN-SPECIFIC PROTEASE) 
>gi__1545952_emb_CAA96580_ (Z72499) herpesvirus associated 
ubiquitin-specific protease (HAUSP) [Homo sapiens] 
>gi_4507857_ref_NP_003461.1_pUSP7_ Herpes virus-associated 
ubiquitin-specific protease 

25598 

129338_1.R1040 
asn701137047.hl 



4017 



Seq. No. 


25599 


Contig ID 


129354 1.R1040 


d -most. Uto i 


■7hf 7f}09S?848 hi 


beq. wo. 


ZODUU 


/"» ^ J- J ~ "V T**\ 

Contig ID 




0 "IUOSt &ol 


w*rV700 681 fifi? hi 


beq. wo. 




uontig xjj 


1 9 Q^PO 1 Rl 040 


C I TOT 1 

0 ITIOS L Hibl 


-f P— rrm 00RR^^S7a1 

J_ O \JllLO C / UUO J JJ J / CL-L 


lie uiiuvj. 


BLASTX 


NCBI GI 


g541825 


BLAST score 


923 


E value 


1.0e-168 


Match length 


403 


% identity 


75 


NCBI Description 


protein kinase - s 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



protein kinase [Spinacia oleracea] 
25602 

129383JL.R1040 
jC-gmfl02220086bl0al 

25603 

129384JL.R1040 

ncj700986288.hl 

BLASTX 

g3451075 

316 

4.0e~29 

86 

70 

(AL031326) putative protein [Arabidopsis thaliana] 
25604 

129410JL.R1040 

rca701000232.hl 

BLASTX 

g3687652 

375 

2.0e-36 

90 

80 

(AF047352) rubisco activase precursor [Datisca glomerata] 
25605 

129415JL.R1040 
zzp700833878.hl 

25606 

129429_1.R1040 

sat701011274.hl 

BLASTX 

g3249065 

904 



4018 



E value 
Match length 
% identity 
NCBI Description 



(I 



9.0e-98 
239 
71 

(AC004473) Similar to HAK1 gb_U22 945 high affinity 
potassium transporter from Schwanniomyces occidentalism 
[Arabidopsis thaliana] 



beg . wo . 


9 R607 

t JUU / 


pAnf -1 rr T Pi 

uonT,xg ±u 


1 1 R1040 


5' -most EST 


pmv70089454 6.hl 


beg. no. 


i JDUO 




1 9Q47Q 1 R1 040 


o -most £jbl 


^TT7lr7nn"^R fi9^fl hi 
WVK / UUDODiJUtlll 


beg* wo • 




Contig ID 




5 T -most EST 


WVK /UUOOloO / . ni 


Seg. No. 


ZOOIU 


Contig ID 


129490 1.R1040 


5' -most EST 


rca700997233.hl 


Seg. No. 


2boll 


Contig ID 


129491 1.R1040 


5' -most EST 


wvk700681885.hl 


Method 


n t i\ omv 

bLiAbl A 


NCBI GI 


goooyyuy 


BLAST score 


179 


E value 


4 . Ue-lo 


Match length 


a a 


% identity 


/o 


NCBI Description 


(ArUzU/XO) niStlQyx — TZKlNii 


Seg. No. 


ZD 0±Z 


Contig ID 


129535 1.R1040 


5' -most EST 


wvk700682268.hl 


Seg. No. 




Contig ID 


129537 1.R1040 


5 '-most EST 


wvk700681974.hl 


Method 


bLAb i N 




g4i U .? / O DO 


BLAST score 


Do 


E value 


1 . Ue-zo 


Match length 


126 


% identity 


88 


NCBI Description 


Glycine max farnesylated 


Seg. No. 


25614 


Contig ID 


129556 1.R1040 


5 '-most EST 


wvk700682012.hl 


Seg. No. 


25615 


Contig ID 


129576 2.R1040 


5 '-most EST 


pmv700894164.hl 


Method 


BLASTX 



4019 





HP 


NCBI GI 


g2829902 


BLAST score 


538 


E value 


3.0e-55 


Match length 


126 


% identity 


82 


NCBI Description 


(AC002311 



Putative sulphate transporter protein#protein 



Seq. No. 25616 

Contig ID 129613JL .R1040 

5" -most EST zhf 700964751 .hi 

Method BLASTX 

NCBI GI g4467115 

BLAST score 148 

E value 1.0e-09 

Match length 41 

% identity 76 , 
NCBI Description (AL035538) putative protein [Arabidopsis thaliana] 

Seq. No. 25617 

Contig ID 129643_1 .R1040 

5' -most EST jC-gmf 102220102b09al 

Method BLASTX 

NCBI GI g2104529 

BLAST score 4 62 

E value 6.0e-46 

Match length 113 

% identity 76 t 
NCBI Description (AF001308) putative hexose transporter [Arabidopsis 
thaliana] 



Seq. No. 25618 

Contig ID 129655_1.R1040 

5' -most EST j sh701066637 . hi 



Seq. No. 25619 

Contig ID 129660_1 .R1040 

5' -most EST pxt700 945311 . hi 

Method BLASTX 

NCBI GI g3033400 

BLAST score 251 

E value 2.0e-21 

Match length 68 

% identity 63 

NCBI Description (AC004238) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

Seq. No. 25620 

Contig ID 129675 J. . R1040 

5' -most EST g5607032 

Method BLASTX 

NCBI GI g2342686 

BLAST score 181 

E value 4.0e-13 

Match length 69 

% identity 4 9 

NCBI Description (AC000106) Similar to Saccharomyces hypothetical protein 



4020 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



YDROSlc (gb_Z49209). ESTs gb_T44436, gb_42252 come from this 
gene. [Arabidopsis thaliana] 

25621 

129712_1.R1040 

jC-gmro02910005f04al 

BLASTX 

g2894611 

417 

1.0e-40 

198 

54 

(AL021889) putative protein [Arabidopsis thaliana] 
25622 

129717JL.R1040 

wvk700682301.h2 

BLASTN 

g3850561 

253 

1.0e-140 

274 
97 

Homo sapiens chromosome 19, cosmid F23613, complete 
sequence [Homo sapiens] 

25623 

129751_1.R1040 

uC-gmflminsoy064a05bl 

BLASTX 

g3096930 

267 

2.0e-23 
86 
65 

(AL023094) 
thaliana] 



Homeodomain - like protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



25624 

129759_1.R1040 

jC-gmro02910004e05dl 

BLASTX 

g2129613 

159 

1.0e-10 

64 

62 

homeotic protein BEL1 - Arabidopsis thaliana >gi_1122533 
(U39944) BELLI [Arabidopsis thaliana] 

25625 

129764_1.R1040 
pcp700993852.hl 

25626 

129768_1.R1040 
fde700872939.hl 



4021 



Seq. No, 25627 

Contig ID 129841_1 . R1040 

5' -most EST wvk700682496 . h2 

Method BLASTN 

NCBI GI g3283923 

BLAST score 248 

E value 1.0e-137 

Match length 256 

% identity 99 

NCBI Description Homo sapiens clone 24 452 mRNA sequence 

Seq. No. 25628 

Contig ID 129858_1 . R1040 

5 ' -most EST wvk700682530 .h2 

Method BLASTX 

NCBI GI g3176076 

BLAST score 265 

E value 3.0e-23 

Match length 68 

% identity 85 

NCBI Description (AJ002487) protein phosphatase 1 catalitic subunit 
[Medicago sativa] 

Seq. No. 25629 

Contig ID 129860JL . R1040 

5 T -most EST jC-gmle01810022a04al 

Method BLASTX 

NCBI GI g2244910 

BLAST score 379 

E value 1.0e-36 

Match length 121 

% identity 69 , 
NCBI Description (Z97339) unnamed protein product [Arabidopsis thaliana] 

Seq. No. 25630 

Contig ID 129867JL . R1040 

5 T -most EST leu701152970 . hi 

Method BLASTX 

NCBI GI g3402722 

BLAST score 421 

E value 1.0e-41 

Match length 105 

% identity 69 

NCBI Description (AC004261) CPDK-related protein [Arabidopsis thaliana] 

Seq. No. 25631 

Contig ID 129884_1 . R1040 

5' -most EST hyd700729914 . hi 

Method BLASTX 

NCBI GI , g3875246 

BLAST score 206 

E value 2.0e-16 

Match length 78 

% identity 45 

NCBI Description (Z81490) similar to WD domain, G-beta repeats (2 domains) 
cDNA EST EMBL:T00482 comes from this gene; cDNA EST 
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Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



EMBL:T00923 comes from this gene; cDNA EST yk44 9d4.3 comes 
from this gene; cDNA EST yk449d4.5 comes from this gene; 

25632 

129886_1.R1040 

rca700997554.hl 

BLASTX 

g3367578 

435 

4.0e-43 
142 
61 

(AL031135) protein kinase 
thaliana] 



- like protein [Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



25633 

129930_1.R1040 

fua701040551.hl 

BLASTX 

gl706102 

325 

4.0e-30 

158 

42 

CLEAVAGE AND POL YADEN YLAT I ON SPECIFICITY FACTOR, 160 KD 
SUBUNIT (CPSF 160 KD SUBUNIT) >gi_1045574 (U37012) cleavage 
and polyadenylation specificity factor [Homo sapiens] 

25634 

129934JL.R1040 

g4260326 

BLASTX 

g4455350 

431 

2.0e-42 

123 

67 

(AL035524) putative protein [Arabidopsis thaliana] 
25635 

129944JL.R1040 
fde700876378.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



25636 

129948_1.R1040 

wvk700682711.hl 

BLASTX 

g3413703 

164 

3.0e-ll 

51 
65 

(AC004747) unknown protein [Arabidopsis thaliana] 
25637 

129953JL.R1040 
leu701147955.hl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25638 

129954JL.R1040 

fC-gmle700685171al 

BLASTX 

g2465923 

914 

1.0e-98 

359 

53 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 



Seq. No. 
Contig ID 
5 T -most EST 



25639 

129956JL.R1040 

wvk700682726.hl 

BLASTX 

g2245004 

153 

7.0e-10 

60 
55 

(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 

25640 

129988_1.R1040 
jC-gmle01810000e06dl 

25641 

129999_1.R1040 
jC-gmle01810065g04al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25642 

130008JL.R1040 

fde700871610.hl 

BLASTX 

g3450842 

202 

4.0e-16 

65 

60 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25643 

130011_1.R1040 

wvk700683001.hl 

BLASTN 

g2739003 

65 

3.0e-28 

144 
87 

Glycine max cytochrome P450 monooxygenase CYP82Clp 
(CYP82C1) mRNA, complete cds 
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Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



25644 

130013_1.R1040 
wvk700682836.hl 

25645 

130029_1.R1040 

g5509621 

BLASTX 

g3341687 

146 

4.0e-09 

64 

52 

(AC003672) putative ras protein [Arabidopsis thaliana] 
25646 

130049JL.R1040 
rca700996474.hl 



Seq. No. 
Contig ID 
5 T -most EST 



25647 

130054_1.R1040 
rca701001964.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25648 

130059__1.R1040 

fde700870532.hl 

BLASTX 

g4049353 

325 

2.0e-30 

85 
72 

(AL034567) putative protein [Arabidopsis thaliana] 
25649 

130066_1.R1040 

wvk700682952.hl 

BLASTX 

g!881585 

361 

5.0e-34 

156 
49 

(U72489) remorin [Solanum tuberosum] 
25650 

130067JL.R1040 

wvk700682953.hl 

BLASTX 

g2494266 

269 

5.0e-24 

87 

56 

GTP-BINDING PROTEIN LEPA >gi_1653961_dbj__BAA18871_ (D90917) 
LepA [Synechocystis sp.] 
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Seq. No. 25651 

Contig ID 130081_1 . R1040 

5' -most EST fC-gmle700682990f 1 

Method BLASTX 

NCBI GI g2578033 

BLAST score 190 

E value 1.0e-14 

Match length 88 

% identity 50 

NCBI Description (X97016) omega-6 desaturase [Gossypium hirsutum] 

Seq. No. 25652 

Contig ID 130116JL .R1040 

5 '-most EST ncj 700979430 . hi 

Seq. No. 25653 

Contig ID 130122_1 .R1040 

5 T -most EST wvk700683088.hl 

Seq. No. 25654 

Contig ID 130155_1 . R1040 

5' -most EST gsv701051819 .hi 

Method BLASTX 

NCBI GI g2494266 

BLAST score 274 

E value 2.0e-29 

Match length 96 

% identity 70 

NCBI Description GTP-BINDING PROTEIN LEPA >gi_1653961_dbj_BAA18871_ (D90917) 
LepA [Synechocystis sp.] 

Seq. No. 25655 

Contig ID 130158_1 .R1040 

5 '-most EST wvk700683121 .hi 

Seq. No. 25656 

Contig ID 130160_1 . R1040 

5' -most EST uC-gmropic075e05bl 

Method BLASTX 

NCBI GI g!07350 

BLAST score 207 

E value 5.0e-16 

Match length 163 

% identity 33 

NCBI Description Pm5 protein - human >gi_1335273_emb_CAA40655_ (X57398) pm5 
protein [Homo sapiens] 

Seq. No. 25657 

Contig ID 130188_1 .R1040 

5 1 -most EST f C-gmle700683156al 

Method BLASTX 

NCBI GI g4512616 

BLAST score 374 

E value 7.0e-36 

Match length 157 

% identity 66 

NCBI Description (AC004793) Contains similarity to gi_1653332 extragenic 
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Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



suppressor (SuhB) from Synechocystis sp. gb_D90912 and is a 
member of the Inositol monophophatase family PF_00459. EST 
gb_AA597395 comes from this gene. [Arabidopsis tha 

25658 

130189_1.R1040 
g4396022 

25659 

130191_1.R1040 

wvk700683161.hl 

BLASTX 

g4512678 

360 

1.0e-34 

89 

80 

(AC006931) unknown protein [Arabidopsis thaliana] 
25660 

130219_1.R1040 
gsv701053976.hl 

25661 

130237JL.R1040 
wvk700683241.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



25662 

130244_1.R1040 

wvk700683251.hl 

BLASTX 

g2244910 

392 

7.0e-45 

158 

68 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
25663 

130249_1.R1040 

wvk700683262.hl 

BLASTX 

g2505876 

275 

2.0e-24 

66 

82 

(Y12776) MYB-related protein [Arabidopsis thaliana] 
25664 

130272_2.R1040 

wvk700684493.hl 

BLASTX 

g2832661 

625 

9.0e-71 
262 
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CP 



% identity 57 
NCBI Description (AL021710) pherophorin 
thaliana] 



like protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25665 

130283_1.R1040 
leu701156006.hl 

25666 

130295JL.R1040 

wvk700683345.hl 

BLASTX 

g3402685 

268 

7.0e-31 

107 

66 

(AC004697) unknown protein [Arabidopsis thaliana] 
25667 

130296_1.R1040 
wvk700683347.hl 

25668 

130297_1.R1040 

ncj700975366.hl 

BLASTX 

g4512705 

695 

2.0e-73 

174 

78 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

25669 

130329_1.R1040 

bth700845688.hl 

BLASTX 

g4262162 

210 

1.0e-16 

64 

69 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 



25670 

130335JL.R1040 
wvk700683422.hl 

25671 

130335_2.R1040 
bth700843517.hl 



Seq. No. 
Contig ID 



25672 

130359 1.R1040 
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(I) 



5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wvk700683463.hl 
25673 

130367_1.R1040 
wvk700683477.hl 

25674 

130371_1.R1040 

dpv701100843.hl 

BLASTX 

g!694711 

357 

7.0e-34 

153 

44 

(Y09581) FR01 [Arabidopsis thaliana] 
25675 

130411_1.R1040 
jC-gmle01810026hllal 

25676 

130414_1.R1040 
pmv700893194.hl 

25677 

130440JL.R1040 

wvk700683587.hl 

BLASTX 

g4336610 

166 

6.0e-12 

49 

59 

(AF099112) sigma factor; Sig3 [Zea mays] 
25678 

130452JL.R1040 

wvk700683611.hl 

BLASTX 

g3269292 

279 

7.0e-25 

97 

57 

(AL030978) putative protein [Arabidopsis thaliana] 



25679 

130459JL.R1040 

jC-gmst0240007 6c05al 

BLASTX 

g4262142 

978 

1.0e-106 

268 
70 

(AC005275) putative alcohol dehydrogenase 



[Arabidopsis 
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thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



25680 

130461_1.R1040 
wvk700683622.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



25681 

130465_1.R1040 
wvk700683629.hl 

25682 

130503JL.R1040 
wvk700683889.hl 

25683 

130509_1.R1040 
jC-gmro02910004d02dl 

25684 

130510JL.R1G40 
zhf700961103.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



25685 

130511_1.R1040 
wvk700683709.hl 

25686 

130540JL.R1040 

wvk700683752.hl 

BLASTX 

g3834314 

255 

4.0e-22 

57 

84 

(AC005679) Similar to gene piOlO glycosyltransf erase 
gi_2257490 from S. pombe clone 1750 gb_AB004534. ESTs 
gb_T46079 and gb__AA394466 come from this gene. [Arabidopsis 
thaliana] 

25687 

130560_1.R1040 
rca700995993.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



25688 

130582_1.R1040 
bth700844767.hl 

25689 

130601_1.R1040 
jC-gmle01810062el2dl 

25690 

130623_1.R1040 
wvk700683909.hl 



Seq. No. 



25691 
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# 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130658JL.R1040 

wrg700789817.h2 

BLASTX 

g3540208 

418 

4.0e-41 

122 
74 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25692 

130679_1.R1040 

jC-gmro02910067a04al 

BLASTX 

g4210330 

988 

1.0e-107 

245 

79 

(AJ223802) 2-oxoglutarate dehydrogenase, El subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



25693 

130719_1.R1040 
jC-gmro02910054e03dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25694 

130732JL.R1040 

rca700998726.hl 

BLASTN 

g2739003 

60 

3.0e-25 

132 

86 

Glycine max cytochrome P450 monooxygenase CYP82Clp 
(CYP82C1) mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



25695 

130734_2.R1040 
sat701006057.h2 



Seq. No. 
Contig ID 
5 '-most EST 



25696 

130764_1.R1040 
kmv700740196.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25697 

130765_1.R1040 

uC-gmrominsoyl69c07bl 

BLASTX 

g4263696 

647 

1.0e-67 

224 
55 

(AC006223) hypothetical protein [Arabidopsis thaliana] 
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25698 


Contig ID 


130766 1.R1040 


5 '-most EST 


rca700998607.hl 


o e q • in u . 


25699 


Contig ID 


130766 2.R10*40 


5 '-most EST 


wvk700684142.hl 


ijctj. IN U • 


25700 


4 rr T Pi 

uorvcig 1U 


1^0771 1 R1040 


D mOSL £jDi 


n P-rrm f Tf) 9 9 9 0 0 65 f 12al 


oeq. jno . 




r\r\ +• i rr T Pi 

uonuig XJJ 


1 30833 1 R1040 


^-Tnnql- F.ST 


wvk700^84236.hl 


\f[ /~v 4— /^v <^~1 






rr^l Q^31 


BLAST score 


599 


E value 


3.0e-62 




141 


15 XCJlfcillL. J. Ly 


81 


LNU.D-L UcoCI lpLlUIl 


fAFOfiQ^QQ} contains 




<3Tii Tinfir"3 TATabidoio 


oeq. 1NU * 


25702 


f' Y-l -1- T /-T T Pi 

uonnig iu 


1 ^f)fi?4 1 R1 04 0 


5 '-most EST 


yzl700967069.hl 


Method 


BLASTX 


NCBI GI 


g2398523 


BLAST score 


368 


E value 


9.0e-35 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



179 
54 

(Y13721) 



Transcription factor [Arabidopsis thaliana] 



25703 

130834_2.R1040 
jC-gmle01810026d!2al 

25704 

130834_4.R1040 
uC-gmrominsoyl77b04bl 

25705 

130846_1.R1040 
wvk700684255.hl 

25706 

130866_1.R1040 

eep700865972.hl 

BLASTX 

g3341699 

146 

3.0e-09 

60 

45 

(AC003672) putative giberellin beta-hydroxylase 
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Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
25707 

130880JL.R1040 
ncj700987812.hl 

25708 

130881_1.R1040 

wvk700684312.hl 

BLASTX 

g3928097 

180 

2.0e-13 

83 

46 

(AC005770) unknown protein, 5 f partial [Arabidopsis 
thaliana] 



Seq. x No. 
Contig ID 
5 ' -most EST 



25709 

130884_1.R1040 
wvk700684315.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



25710 

130897JL.R1040 
wvk700684332.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



25711 

130899_1.R1040 
wvk700684334.hl 

25712 

130908_1.R1040 

wvk700684350.hl 

BLASTX 

g4049353 

127 

2.0e-13 

69 

51 

(AL034567) putative protein [Arabidopsis thaliana] 
25713 

130909_1.R1040 
uC-gmropic020h05bl 

25714 

130909_2.R1040 
jsh701069001.hl 

25715 

130916JL.R1040 
wvk700686045.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25716 

130919JL.R1040 
awf700839342.hl 
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# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25717 

130952_1.R1040 

jC-gmle01810053f07al 

BLASTX 

g3024871 

312 

1.0e-28 

153 
43 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_100157 9_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp.] 



Seq. No. 
Contig ID 
5" -most EST 



25718 

130957JL.R1040 
wvk700685061.hl 



25719 

130959JL.R1040 
fC-gmle700684428fl 
BLASTN 
g3168616 
8 3 

8.0e-39 
159 

„ 88 

NCBI Description Drosophila melanogaster DNA sequence (PI DS07982 (D185) ) , 
complete sequence [Drosophila melanogaster] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
identity 



Seq. No. 
Contig ID 
5' -most EST 
Method 



25720 

130967_1.R1040 

wvk700684442.hl 

BLASTX 



NCBI GI 


g3402692 


BLAST score 


372 


E value 


2.0e-35 


Match length 


106 


% identity 


71 


NCBI Description 


(AC004697) putative 


CDP-diacylglycerol — glycerol-3-phosphate 




3-phosphatidyltransferase [Arabidopsis thaliana] 


Seq. No. 


25721 


Contig ID 


130981 1.R1040 


5' -most EST 


epx701106843.hl 


Seq. No. 


25722 


Contig ID 


130993 1.R1040 


5' -most EST 


zhf700959682.hl 


Seq. No. 


25723 


Contig ID 


131026 1.R1040 


5' -most EST 


zhf700957356.hl 


Method 


BLASTX 


NCBI GI 


gl899175 


BLAST score 


864 


E value 


5.0e-93 
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Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No, 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



# 

226 
73 

(U90262) calcium-dependent calmodulin-independent protein 
kinase CDPK [Cucurbit a pepo] 

25724 

131031J..R1040 

ncj700978609.hl 

BLASTX 

g3122818 

186 

6.0e-14 

86 

36 

30S RIBOSOMAL PROTEIN S6 >gi_2196757 (AF003196) ribosomal 
protein S6 [Neisseria gonorrhoeae] 

25725 

131044J..R1040 
uC-gmrominsoyl05e05bl 
BLASTX 
g4455233 
363 

1.0e-34 
103 
63 

(AL035523) hypothetical protein [Arabidopsis thaliana] 



25726 

131047_1.R1040 

wvk700684575.hl 

BLASTX 

g3080740 

383 

6.0e-37 

117 

62 

(D77366) pasticcino 



1-D [Arabidopsis thaliana] 



25727 

131053_1.R1040 

uC-gmf lmins oy 0 5 9 e 0 6b 1 

BLASTX 

g2462745 

374 

1.0e-35 

131 

49 

(AC002292) Hypothetical protein [Arabidopsis thaliana] 
25728 

131059__2.R1040 
kl!701212104.hl 



Seq. No. 
Contig ID 
5' -most EST 



25729 

131065__1.R1040 
wvk700684604.hl 



4035 



Seq. No. 25730 

Contig ID 131076_1 .R1040 

5 f -most EST bth700847411 . hi 



Seq. No. 25731 

Contig ID 131089JL . R1040 

5 '-most EST wvk700684646.hl 

Method BLASTX 

NCBI GI g3776569 

BLAST score 150 

E value 8.0e-10 

Match length 96 

% identity 38 

NCBI Description (AC005388) ESTs gb_R65549 and gb_AA651123 come from this 
gene. [Arabidopsis thaliana] 

25732 

131091_1.R1040 
wvk700684649.hl 
BLASTX 
g3290022 
286 

7.0e-26 
79 
66 

(AF044173) cysteine synthase; CS-B; O-acetylserine (thiol) 
lyase; plastidic isoform [Solanum tuberosum] 

Seq. No. 25733 

Contig ID 131097JL . R1040 

5 '-most EST uC-gmropic050hl0bl 

Method BLASTX 

NCBI GI g4539322 

BLAST score 483 

E value 9.0e-49 

Match length 132 

% identity 71 

NCBI Description (AL035679) putative protein [Arabidopsis thaliana] 

Seq. No. 25734 

Contig ID 131111_1 . R1040 

5'-most EST jC-gmle01810071b04al 

Method BLASTX 

NCBI GI g4102727 

BLAST score 153 

E value 5.0e-10 

Match length 106 

% identity 40 

NCBI Description (AF015782) blight-associated protein pl2 precursor [Citrus 
jambhiri] 

Seq. No. 25735 

Contig ID 131122JL .R1040 

5' -most EST wvk700684701.hl 

Seq. No. 25736 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4036 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



131135_1.R1040 
wvk700685349.hl 

25737 

131136_1.R1040 

wvk700684721.hl 

BLASTX 

g4335764 

228 

1.0e-18 

57 
55 

(AC006284) putative WRKY DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



25738 

131138_1.R1040 
wvk700684723.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



25739 

131168_1.R1040 

jC-gmst02400057clOal 

BLASTX 

g3287270 

1014 

1.0e-110 

240 

81 

(Y09533) involved in starch metabalism [Solanum tuberosum] 
25740 

131169_1.R1040 
wrg700789831.h2 

25741 

131183_1.R1040 

wvk700684787.hl 

BLASTX 

g4262181 

205 

8.0e-16 

140 

41 

(AC005508) 37496 [Arabidopsis thaliana] 
25742 

131187_1.R1040 
zzp700836025.hl 

25743 

131187_2.R1040 

uC-gmflminsoy056d09bl 

BLASTX 

gl350795 

169 

7.0e-12 
75 
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% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



43 

MITOCHONDRIAL 60S RIBOSOMAL PROTEIN L24 PRECURSOR (YML24) 

>gi_1078342_pir S50921 ribosomal protein YmL2 4 , 

mitochondrial - yeast (Saccharomyces cerevisiae) 
>gi_642285_emb_CAA87814_ (Z47815) ribosomal protein 
[Saccharomyces cerevisiae] 

25744 

131200_1.R1040 
wvk700684815.hl 



25745 

131207JL.R1040 
wvk700684822.hl 

25746 

131214_1.R1040 
hyd700731144.hl 

25747 

131217JL.R1040 
dpv701101582.hl 

25748 

131241_1.R1040 

hyd700730220.hl 

BLASTX 

g3874228 

140 

1.0e-08 

78 

27 

(Z49909) cDNA EST CEMSF21F comes from this 
EMBL:D7354 6 comes from this gene; cDNA EST 
comes from this gene; cDNA EST EMBL:D70979 
gene; cDNA EST EMBL:D71075 comes from this 



gene; cDNA EST 
EMBL:D73669 
comes from this 
gene; cDNA E 



25749 

131248_1.R1040 

fua701042655.hl 

BLASTX 

g2506139 

659 

5.0e-69 

210 

61 

COATOMER DELTA SUBUNIT (DELTA- COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

25750 

131273_1.R1040 

wvk700684921.hl 

BLASTX 

g3831455 

433 

5.0e-43 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



# 

102 
76 

(AC005700) putative ubiquitin activating enzyme 
[Arabidopsis thaliana] 

25751 

131284JL.R1040 
wvk700684943.hl 

25752 

131295JL.R1040 
rca700998264.hl 

25753 

131300_1.R1040 
rlr700895636.hl 

25754 

131318JL.R1040 

wvk700686586.hl 

BLASTX 

g3513747 

188 

2.0e-14 

62 

60 . ^ 

(AF080118) contains similarity to reverse transcriptases 
(Pfam; rvt.hmm, score: 11.19) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



spinach >gi_457711_emb_CAA82993_ (Z30332) 



Seq. No. 
Contig ID 
5' -most EST 



25755 

131322JL.R1040 
wvk700685010.hl 
BLASTX 
g541825 
578 

1.0e-59 
125 
84 

protein kinase _ _ _ 

protein kinase [Spinacia oleracea] 

25756 

131362_1.R1040 

sat701006671.hl 

BLASTX 

g2129473 

323 

1.0e-29 

142 

49 

arabinogalactan-like protein - loblolly pine >gi_607774 
(U09556) arabinogalactan-like protein [Pinus taeda] 

25757 

131366_1.R1040 
zzp700835704.hl 



4039 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25758 

131386JL.R1040 

zhf700961336.hl 

BLASTX 

g3582341 

366 

4.0e-35 

112 
63 

(AC0054 96) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25759 

131387_1.R1040 

wvk700685101.hl 

BLASTN 

g3033512 

66 

7.0e-29 

181 

84 

Phaseolus vulgaris rubisco activase 
cds 



(Real) mRNA, complete 



Seq. No. 
Contig ID 
5 '-most EST 



25760 

131390_1.R1040 
jC-gmle01810078d02al 



Seq. No. 
Contig ID 
5' -most EST 



25761 

131393_1.R1040 
wvk700685109.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25762 

131398_1.R1040 
ncj700975439.hl 



Seq. No. 
Contig ID 
5' -most EST 



25763 

131401_1.R1040 
wvk700685119.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25764 

131435JL.R1040 

wvk700685171.hl 

BLASTX 

g585748 

642 

2.0e-70 

155 

86 

PHYTOENE SYNTHASE PRECURSOR >gi_413732 
synthase [Arabidopsis thaliana] 



(L25812) phytoene 



Seq. No. 
Contig ID 
5' -most EST 



25765 

131448JL.R1040 
hyd700725932.hl 



Seq. No. 



25766 



4040 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



131456_1.R1040 

uC-gmflminsoy008b01bl 

25767 

131457JL.R1040 
jC-gmro02910063a05al 

25768 

131466J..R1040 
wvk700685214.hl 

25769 

131484JL.R1040 

fde700876531.hl 

BLASTX 

gl084374 

535 

7.0e-55 

127 

80 

histone-lysine N-methyltransf erase (EC 2.1.1.43) large 
chain N-methyltransf erase - garden pea >gi_508551 (L34291) 
ribulose-1,5 bisphosphate carboxylase large subunit 
N-methyltransf erase [Pisum sativum] 

25770 

131492JL.R1040 
tku700646415.hl 

25771 

131502JL.R1040 
jC-gmle01810047c08al 

25772 

131520_1.R1040 

kll701204808.hl 

BLASTX 

g4539335 

512 

8.0e-52 

218 

48 

(AL035539) putative protein [Arabidopsis thaliana] 
25773 

131533_1.R1040 
wvk700685302.hl 

25774 

131574_1.R1040 
zsg701117850.h2 

25775 

131584_1.R1040 

jC-gmro02800039b02al 

BLASTX 

g2244855 



4041 



€> 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



222 

5.0e-18 

106 

47 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



25776 

131591J-.R1040 
wvk700685375.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25777 

131633JL.R1040 

wvk700685427.hl 

BLASTX 

gl708462 

511 

8.0e-52 

148 

66 

IAA-AMINO ACID HYDROLASE HOMOLOG 2 PRECURSOR >gi_9027 91 
(U23796) ILL2 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25778 

131656_1.R1040 

bth700846728.hl 

BLASTX 

g3935141 

156 

1.0e-18 

90 
53 

(AC005106) T25N20, 



5 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25779 

131658_1.R1040 
wvk700685689.hl 



Seq. No* 
Contig ID 
5' -most EST 



25780 

131663_1.R1040 
xpa700793558.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25781 

131681_1.R1040 
jC-gmle01810087f02dl 



Seq. No. 
Contig ID 
5' -most EST 



25782 

131681_2.R1040 
wvk700685504.hl 



Seq. No. 
Contig ID 
5' -most EST 



25783 

131688_1.R1040 
jC-gmst02400008a01al 



Seq. No. 
Contig ID 
5' -most EST 
Method 



25784 

131694_1.R1040 

wvk700685522.hl 

BLASTX 



4042 





ill 


NCBI GI 


g2500959 


BLAST score 


242 


E value 


1 . Oe-20 


Match length 


68 


% identity 


68 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ALANYL-TRNA SYNTHETASE ( ALAN I NE — T RNA LIGASE) (ALARS) 
>gi_1653611_dbj_BAA18523_ (D90915) alanyl-tRNA synthetase 
[Synechocystis sp.] 

25785 

131700_1.R1040 
leu701157716.hl 

25786 

131704_1.R1040 

rca700997286.hl 

BLASTX 

g4220486 

175 

6.0e-13 

81 

44 

(AC006069) unknown protein [Arabidopsis thaliana] 
25787 

131720_1.R1040 

jC-gmro02800038a05al 

BLASTX 

g2583120 

407 

1.0e-39 

166 

38 

(AC002387) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

25788 

131739_1.R1040 

fC-gmle700685575fl 

BLASTX 

g4220514 

295 

2.0e-38 

156 

58 

(AL035356) putative protein [Arabidopsis thaliana] 
25789 

131757_1.R1040 

wvk700685602.hl 

BLASTX 

g584998 

98 

4.0e-09 

65 

51 

FLAVONOID 3 ' , 5 * -HYDROXYLASE (F3 T 5'H) (CYTOCHROME P450 



4043 



CD 



LXXVA2) (P-450EG1) >gi_629713_pir S43342 flavonoid 

hydroxylase cytochrome P450 - eggplant 

>gi_395261_emb_CAA50155_ (X70824) flavonoid hydroxylase 
(P450) [Solanum melongena] 



Seq. No. 

Contig ID 
5' -most EST 



25790 

131763JL.R1040 
wvk700685611.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25791 

131771_1.R1040 
jC-gmro02910040blldl 



Seq. No. 
Contig ID 
5' -most EST 



25792 

131778JL.R1040 
fde700870859.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25793 

131780JL.R1040 

wvk700685628.hl 

BLASTX 

g3367522 

375 

8.0e-36 

122 

53 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 ? -most EST 



25794 

131796JL.R1040 
epx701104168.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



25795 

131806__1.R1040 
wvk700685659.hl 



Seq. No. 
Contig ID 
5' -most EST 



25796 

131814_1.R1040 
jC-gmf!02220078a08al 



Seq. No. 
Contig ID 
5 T -most EST 



25797 

131851JL.R1040 
wvk700685718.hl 



Seq. No. 
Contig ID 
5' -most EST 



25798 

131887_1.R1040 
kll701212956.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25799 

131887_2.R1040 
jC-gmro02910074cllal 



Seq. No. 
Contig ID 
5' -most EST 



25800 

131893JL.R1040 
jC-gmle01810070a09al 



4044 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25801 

131896_1.R1040 
jC-gmle01810090e08dl 

25802 

131898JL.R1040 
wvk700685775.hl 

25803 

131907_1.R1040 

jC-gmst02400053e06al 

BLASTX 

g4455335 

459 

7.0e-46 

137 
61 

(AL035525) putative protein [Arabidopsis thaliana] 
25804 

131913_1.R1040 

jC-gmro02910073gllal 

BLASTX 

g961450 

262 

1.0e-22 

140 

39 

(D63879) KIAA0156 gene product is related to Xenopus 
nucleolin. [Homo sapiens] 



Seq. No. 


25805 


Contig ID 


131933 1.R1040 


5* -most EST 


bth700845467.hl 


Seq. No. 


25806 


Contig ID 


131941 1.R1040 


5 '-most EST 


fC-gmle70068583* 


Method 


BLASTX 


NCBI GI 


gl345882 


BLAST score 


249 


E value 


5.0e-21 


Match length 


83 


% identity 


55 


NCBI Description 


CYTOCHROME B5 


Seq. No. 


25807 


Contig ID 


131956 1.R1040 


5' -most EST 


zzp700830844.hl 


Seq. No. 


25808 


Contig ID 


132015 1.R1040 


5 '-most EST 


wvk700685935.hl 


Seq. No. 


25809 


Contig ID 


132025 1.R1040 


5' -most EST 


fde700875380.hl 



4045 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



25810 

132038JL.R1040 
jC-gmst02400060d05al 

25811 

132038_2.R1040 
wvk700685966.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



25812 

132048JL.R1040 
jC-gmfl02220053d05al 

25813 

132048_2.R1040 
zhf700958219.hl 

25814 

132057_1.R1040 

wvk700685991.hl 

BLASTX 

g3367570 

308 

7.0e-33 

90 

83 

(AL031135) putative protein [Arabidopsis thaliana] 
25815 

132099_1.R1040 
ncj700988583.hl 

25816 

132112_1.R1040 
hyd700725489.hl 

25817 

132112_2.R1040 
gsv701049903.hl 

25818 

132122_1.R1040 

jex700908111.hl 

BLASTX 

g4539301 

239 

1.0e-19 

188 

33 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 

25819 

132126_1.R1040 

uC-gmropiclllg04bl 

BLASTX 

g2244813 



4046 



(if) 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



184 

1.0e-13 

85 

47 

(Z97336) acylaminoacyl-peptidase homolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25820 

132137JL.R1040 
wvk700686110.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25821 

132140_1.R1040 

vzy700753224.hl 

BLASTN 

gl877523 

70 

4.0e-31 

146 

87 

Arabidopsis thaliana BAC T7I23, complete sequence 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



25822 

132141_1.R1040 
wvk700686114.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25823 

132154JL.R1040 

pcp700992239.hl 

BLASTX 

g3183285 

255 

2.0e-21 

204 

32 

HYPOTHETICAL 54.4 KD PROTEIN IN AROH-NLPC INTERGENIC REGION 
>gi_1742787_dbj_BAA15475_ (D90813) ORF_ID:o322#7; similar 
to [SwissProt Accession Number Q06373] [Escherichia coli] 
>gi_1787999 (AE000266) orf, hypothetical protein 
[Escherichia coli] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25824 

132179_1.R1040 
asn701139089.hl 

25825 

132183JL.R1040 

fC-gmle700686166fl 

BLASTX 

g3873408 

196 

9.0e-15 

71 
54 

(L7 6926) putative zinc finger protein [Arabidopsis 
thaliana] 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

'Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



25826 

132189JL.R1040 
jC-gmle01810053e04al 

25827 

132191_1.R1040 
jC-gmle01810082gllal 

25828 

132210_2.R1040 

wvk700686205.hl 

BLASTX 

g2465925 

184 

1.0e-13 

108 

70 

(AF024649) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

25829 

132214JL.R1040 

wvk700686209.hl 

BLASTX 

g4204303 

444 

2.0e-44 

104 

74 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

25830 

132215_1.R1040 
wvk700686544.hl 

25831 

132226_1.R1040 
pcp700993733.hl 

25832 

132247_1.R1040 

uC-gmflminsoy010f07bl 

BLASTX 

g2062175 

425 

1.0e-41 

96 

88 

(AC001645) hypothetical protein [Arabidopsis thaliana] 
25833 

132256_1.R1040 
eep700869103.hl 
BLASTX 
g2342682 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



307 

1.0e-53 

181 
65 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 

25834 

132269_1.R1040 

pmv700891180.hl 

BLASTX 

g2114104 

755 

4.0e-80 

253 
59 

(AB003590) sulfate transporter [Arabidopsis thaliana] 
>gi_2114106_dbj_BAA20085_ (AB003591) sulfate transporter 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25835 

132293_1.R1040 
wvk700686314.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25836 

132331_1.R1040 

txt700734795.hl 

BLASTX 

gl888357 

247 

3.0e-21 

97 

48 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 



25837 

132334JL.R1040 
wvk700686362.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



25838 

132335JL.R1040 

wvk700686364.hl 

BLASTX 

g2398523 

367 

6.0e-35 

191 

49 

(Y13721) Transcription factor 
25839 

132359JL.R1040 
jC-gmfl02220061e!0al 



[Arabidopsis thaliana] 



Seq. No. 



25840 
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Contig ID 
5 1 -most EST 



132384_1.R1040 
wvk700686429.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
S'-most EST 



25841 

132419_1.R1040 
wvk700686474.hl 

25842 

132425_1.R1040 

jC-gmle01810002f06al 

BLASTX 

g3738306 

365 

1.0e-34 

115 

62 

(AC005309) unknown protein [Arabidopsis thaliana] 
25843 

132432_1.R1040 

xzm700763741.hl 

BLASTX 

gl651689 

206 

1.0e-15 

222 

28 

(D90899) hypothetical protein [Synechocystis sp.] 
25844 

132447_1.R1040 
uC-gmropicl!3a09bl 

25845 

132462_1.R1040 
bth700847866.hl 



Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



25846 

132478_1.R1040 
fde700872781.hl 

25847 

132480_1.R1040 

wvk700686555.hl 

BLASTX 

gl513144 

426 

1.0e-41 

236 

36 

(U65391) PRF [Lycopersicon esculentum] 
25848 

132484_1.R1040 
wvk700686560.hl 



Seq. No. 



25849 
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Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



132503_1.R1040 
wvk700686583.hl 

25850 

132507_1.R1040 
jC-gmro0291004 6g08al 

25851 

132507_2.R1040 
gsv701051478.hl 

25852 

132514J..R1040 
wvk700686596.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



25853 

132525JL.R1040 
zsg701124687.hl 

25854 

132526J..R1040 
wvk700686615.hl 



Seq. No. 

Contig ID 
5 '-most EST 



25855 

132536_1.R1040 
wvk700686627.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25856 

132546_1.R1040 
wvk700686637.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25857 

132564_1.R1040 

wvk700686663.hl 

BLASTX 

g2829902 

264 

4.0e-23 

67 

72 

(AC002311) Putative sulphate transporter proteintprotein 
[Arabidopsis thaliana] 

25858 

132571_1.R1040 
wvk700686679.hl 



25859 

132588_1.R1040 

hyd700724918.hl 

BLASTX 

g2832661 

714 

1.0e-75 

212 
70 

(AL021710) pherophorin 



- like protein [Arabidopsis 



4051 



thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25860 

132593_1.R1040 
kll701212739.hl 

25861 

132598_1.R1040 
hyd700724931.hl 

25862 

132640_1.R1040 

fC-gmle700559531al 

BLASTX 

g2827637 

208 

2.0e-16 

104 

40 

(AL021636) putative protein [Arabidopsis thaliana] 
25863 

132649JL.R1040 
hyd700724993.hl 

25864 

132686_1.R1040 
ncj700986206.hl 

25865 

132691_1.R1040 
fC-gmse700676135d3 

25866 

132692_1.R1040 

jC-gmro02910047allal 

BLASTX 

g285741 

173 

2.0e-12 

60 

50 

(D14550) EDGP precursor [Daucus carota] 
25867 

132694_1.R1040 

g5057675 

BLASTX 

g2435517 

159 

2.0e-10 

181 

27 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 



Seq. No. 



25868 
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Contig ID 
5' -most EST 



132703JL.R1040 
hyd700725073.hl 





25869 


Print" "i rr TD 


132735 1.R1040 


5' -most EST 


jC-gmro02910062f03al 


Method 


BLASTX 


NPRT GI 


g4204287 


BLAST score 


375 


£j val Lie 


4 Oe-36 


LlcLL.L-11 _LCliyL.ll 


16 


% t Hpttt 1 1 v 


89 


_\JV_,J_}_L DCOLI ipi — LVJli 


(AC003027) lcl prt seq No definition line found 




TArabidoosis thalianal 


Corf Mo 
OcLj. 1M vJ • 


25870 


Contig ID 


132756 1.R1040 


5 '-most EST 


jex700905848.nl 


Mat nnrl 


BLASTX 


VffDT (IT 


a4006915 




449 




1 Do-44 


171 Ct I. Oil -LtJliy L,Ii 


172 


9- t <^ d n +" t 4* i; 




MPTl T Pl_zi o /~> v "i "oi - n on 
LnL/DI UcbLi ^-ir — LVJ11 


(Z99708) hypothetical protein [Arabidopsis thaliana] 


oeq • INO • 


_/ JU / l 


Contig ID 


132760 1.R1040 


5 f -most EST 


g4314153 


Mot* VioH 


BLASTX 


INL/JjI bl 


rr?ft c i74 1 


Q T ACT OOOT*__- 

dj_lH.o i score 


JUJ 


U 1 tt T n ___ 

H. VdlUc 


1 Op-27 


Mafrh 1 pti rrt~ h 


141 


^ lUCilLl L_/ 


48 


T Flo C! C* T* 1 0+" T C\T\ 
INL'Di UCOLlipi-lUlI 


f 014 550} EDGP orecursor TDaucus carotal 


Ot!v|. LVD • 


25872 


v^ u>i l < l y J. L/ 


132784 1 R1040 


5' -most EST 


kll701206261.hl 


Method 


BLASTX 


NPRT GT 

IN \_/ J. V_J _L 


a 2492792 


DliT-Ol oLUl C 


758 


Hj Va.1 LLC 


1 Oe-80 


TV if 4- /~i"V~* 1 ^ v\ /"*r 4* t~i 

jyiaucn lengun 


__. U ft 


"5 ICJLcll LJL l_y 


70 


lNv_,D_L UeibLii -L£J U-LVJli 


T.ATF NODULTN 56 fN-56^ >ai 532290 dbi BAA07212 (D38 




Qnvhpan ] afp nodnlin TGlvcine maxl 


Seq. No. 


25873 


Contig ID 


132791 1.R1040 


5' -most EST 


hyd700725194.hl 


Method 


BLASTN 


NCBI GI 


g296444 


BLAST score 


129 


E value 


2.0e-66 


Match length 


173 
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# 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



94 

G.max ADR6 mRNA 
25874 

132810_1.R1040 

jex700909628.hl 

BLASTX 

g3885340 

403 

3.0e-39 

145 

60 

(AC005623) unknown protein [Arabidopsis thaliana] 
25875 

132816_1.R1040 
ncj700978827.hl 

25876 

132829JL.R1040 
hyd700726742.hl 

25877 

132839_1.R1040 
ncj700977830.hl 



25878 

132867JL.R1040 

vzy700753550.hl 

BLASTX 

g4325339 

592 

2.0e-61 

131 
75 

(AF128392) No definition 



line found [Arabidopsis thaliana] 



25879 

132869J..R1040 
hyd700725305.hl 

25880 

132874JL.R1040 

fC-gmse700725312fl 

BLASTX 

g3355465 

708 

6.0e-75 

179 

74 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

25881 

132902_1.R1040 
hyd700728976.hl 
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Seq. No. 25882 

Contig ID 132916_1.R1040 

5' -most EST hyd700726058 . hi 

Seq. No. 25883 

Contig ID 132919JL . R1040 

5' -most EST hyd700726515 . hi 

Seq. No. 25884 

Contig ID 132945J. . R1040 

5 '-most EST g5057762 

Method BLASTX 

NCBI GI g2191167 

BLAST score 156 

E value 2.0e-10 

Match length 69 

% identity 43 

NCBI Description (AF007270) A_IG002P16 . 18 gene product [Arabidopsis 
thaliana] 

Seq. No. 25885 

Contig ID 13294 9_1 . R1040 

5 ' -most EST hyd700730232 .hi 

Method BLASTX 

NCBI GI g2708744 

BLAST score 231 

E value 2.0e-19 

Match length 87 

% identity 52 

NCBI Description (AC003952) putative Bop-like zinc finger protein 
[Arabidopsis thaliana] 

Seq. No. 25886 

Contig ID 132960JL .R1040 

5 '-most EST ncj700981193 .hi 

Method BLASTN 

NCBI GI g2760172 

BLAST score 33 

E value 5.0e-09 

Match length 41 

% identity 95 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUB3, complete sequence [Arabidopsis thaliana] 

Seq. No. 25887 

Contig ID 132966JL .R1040 

5* -most EST uC-gmf Iminsoy044d09bl 

Method BLASTX 

NCBI GI g3461835 

BLAST score 925 

E value 1.0e-100 

Match length 246 

% identity 70 

NCBI Description (AC005315) putative protein kinase [Arabidopsis thaliana] 

>gi_3927840 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 




4055 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



25888 

132981_1.R1040 
jC-gmst02400031c09al 

25889 

132984_1.R1040 
txt7007347U.hl 

25890 

132990JL.R1040 

epx701109845.hl 

BLASTX 

g2462834 

142 

5.0e-09 

40 

57 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
25891 

132993JL.R1040 

hyd700729996.hl 

BLASTX 

g!22087 

566 

2.0e-58 

136 

85 

HISTONE H3 >gi_81849_pir S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi_82609_pir A26014 histone H3 - wheat 

>gi_19607_emb_CAA31964_ (X13673) histone H3 (AA 1-136) 

[Medicago sativa] >gi_19609_emb_CAA31965_ (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi_217 97_emb_CAA25451_ 

(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3.1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 

25892 

132999_1.R1040 
hyd700725529.hl 

25893 

133000_1.R1040 

gsv701054148.hl 

BLASTX 

g4337196 

143 

9.0e-09 

89 
38 

(AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 

25894 

133041_1.R1040 

pmv700892548.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4454012 
307 

3.0e-28 

96 

57 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

25895 

133053JL.R1040 

dpv701099963.hl 

BLASTX 4 

g3128170 

789 

4.0e-84 

303 

52 

(AC004521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



25896 

133053_2.R1040 
uC-gmrominsoyl77a04bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



25897 

133077JL.R1040 
hyd700725652.hl 

25898 

133080JL.R1040 

uC-gmronoir019c09bl 

BLASTX 

g2829912 

352 

1.0e-33 

104 

64 

(AC002291) Similar ATP-dependent RNA Helicase [Arabidopsis 
thaliana] 

25899 

133091JL.R1040 

zhf 700959395. hi 

BLASTX 

g3176680 

855 

7.0e-92 

298 

55 

(AC003671) Identical to polygalacuronase isoenzyme 1 beta 
subunit homolog mRNA gb_U63373. EST gb_AA404878 comes from 
this gene. [Arabidopsis thaliana] 

25900 

133129JL.R1040 
uC-gmf Iminsoy053g01bl 
BLASTX 
g!532169 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

360 

3.0e-34 

108 

61 

(U63815) similar to a E. coli hypothetical protein F402 
encoded by GenBank Accession Number S477 68 [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5' -most EST 



25901 

133130_1.R1040 
hyd700726911.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25902 

133137_1.R1040 

hyd700725744.hl 

BLASTX 

g2129636 

189 

3.0e-14 

114 
41 

lipase - Arabidopsis thaliana >gi_1145627 
[Arabidopsis thaliana] 



(U38916) lipase 



Seq. No. 
Contig ID 
5 '-most EST 



25903 

133138_1.R1040 
zhf700959276.hl 



Seq. No. 
Contig ID 
5' -most EST 



25904 

133142_1.R1040 
bth700846204.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25905 

133142_2.R1040 
vzy700755455.hl 



Seq. No. 
Contig ID 
5' -most EST 



25906 

133143JL.R1040 
hrw701061304.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25907 

133166JL.R1040 
epx701104982.hl 



Seq. No. 
Contig ID 
5 '-most EST 



25908 

133170JL.R1040 
smw700646165.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



25909 

133177_1.R1040 

hyd700725813.hl 

BLASTX 

g3859570 

165 

1.0e-ll 

39 

72 
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NCRT Description 


(AF098753) unknown [Oryza sativa] 


Sea. No. 


25910 


Ponticr ID 


133211 1.R1040 


5 '-most EST 


g5752743 


lit? LliUU 


BLASTX 


NCBI GI 


g3738319 


BLAST score 


512 


E value 


9.0e-52 


M^'hr'h 1 encrth 


139 


% identity 


70 


NCBI Description 


(AC005170) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


25911 


Contig ID 


133241 1.R1040 


5 f -most EST 


hyd700725948.hl 




25912 


Contig ID 


133242 1.R1040 


5 1 -most EST 


hyd700725959.hl 


Sea No. 


25913 


Contia ID 


133243 1.R1040 




hvd700725953.hl 


Qe^rt Kin 


25914 




1 "33250 1 R1040 


R 1 -nin<?t F.55T 

J LIKJ O U i-it_> X 


dcd700^93564 .hi 


LYie unoa 


JDxxrlO 1 A. 


NCBI GI 


g2323344 


BLAST score 


520 


E value 


1.0e-76 


M^+*ph 1 pncrth 


204 


% identity 


71 


NCBI Description 


(AF014806) alpha-glucosidase 1 [Arabidopsis thaliana] 




25915 


Contig ID 


133260 1.R1040 


5 1 -most EST 


jC-gmro02910016bl2dl 


O fci * in * 


25916 


Pontia ID 


133262 1.R1040 




hvd700725990 hi 




25917 


font* i a TD 


133269 1.R1040 


5 1 -most EST 


ncj700985354 .hi 




BLASTX 


KTPRT (IT 


a4220485 


BLAST score 


1688 


E value 


0.0e+00 


Match length 


420 


% identity 


73 


NCBI Description 


(AC006069) putative beta-1, 3-glucanase [Arabidopsis 




thaliana] 


Seq. No. 


25918 
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Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



133273_1.R1040 
hyd700726008.hl 

25919 

133291_1.R1040 
g4289592 

25920 

133296JL.R1040 

jC-gmro02910025f03al 

BLASTX 

gl345933 

230 

4.0e-19 

57 
74 

CITRATE SYNTHASE, GLYOXYSOMAL PRECURSOR (GCS) 

>gi_1084323_pir S53007 citrate synthase - cucurbit 

>gi_975633_dbj_BAA07328_ (D38132) glyoxysomal citrate 
synthase [Cucurbita sp.] 

25921 

133345_1.R1040 

epx701109327.hl 

BLASTX 

g4580394 

184 

8.0e-14 

74 

47 

(AC007171) putative fatty acid elongase [Arabidopsis 
thaliana] 

25922 

133390_1.R1040 

hrw701062525.hl 

BLASTX 

g3360289 

144 

1.0e-18 

129 

50 

(AF023164) leucine-rich repeat transmembrane protein kinase 
1 [Zea mays] 

25923 

133392_1.R1040 

hyd700726181.hl 

BLASTX 

g3668088 

236 

2.0e-19 

129 

47 

(AC004667) G9a-like protein [Arabidopsis thaliana] 



Seq. No. 



25924 



4060 



Contig ID 
5' -most EST 



133397_1.R1040 
fde700872396.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25925 

133437_1.R1040 
hyd700726257.hl 

25926 

133445_1.R1040 
uC-gmrominsoyl03cllbl 

25927 

133463JL.R1040 

zzp700829722.hl 

BLASTX 

g3850111 

337 

1.0e-31 

101 

55 

(AL033388) hypothetical integral membrane protein, putative 
involvement in lipid metabolism [Schizosaccharomyces pombe] 

25928 

133477JL.R1040 

leu701157351.hl 

BLASTX 

gll72586 

438 

1.0e-43 

113 

70 

POLYPHENOL OXIDASE Al PRECURSOR (PPO) (CATECHOL OXIDASE) 
>gi__22029_emb_CAA777 64_ (Z11702) polyphenol oxidase [Vicia 
faba] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25929 

133489JL.R1040 

g5605687 

BLASTX 

g731690 

160 

8.0e-ll 

118 

36 

HYPOTHETICAL 20.9 KD PROTEIN IN HXT5-NRK1 INTERGENIC REGION 
>gi_630117_pir S48943 hypothetical protein YHRlOOc - yeast 

(Saccharomyces cerevisiae) >gi_529129 (U00059) YhrlOOcp 

[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



25930 

133491JL.R1040 

jC-gmro02800044h03al 

BLASTX 

g3763926 

193 

2.0e-14 



4061 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



109 
46 

(AC004450) unknown protein [Arabidopsis thaliana] 
25931 

133498JL.R1040 

uC-gmrominsoyl45f llbl 

BLASTX 

g2146731 

108 

8.0e-09 

70 

36 

FK506-binding protein - Arabidopsis thaliana >gi_1354207 
(U49453) rofl [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



25932 

133512JL.R1040 

sat701007834.hl 

BLASTX 

g2736075 

522 

8.0e-80 

324 

51 

(AF016644) PAP-specific phosphatase; 
[Arabidopsis thaliana] 

25933 

133526_1.R1040 
hrw701058310.hl 



HAL2-like protein 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25934 

133533_1.R1040 

uC-gmropicOlOelObl 

BLASTX 

g3688191 

155 

3.0e-10 

115 
40 

(AJ010090) MAP3K alpha protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25935 

133543JL.R1040 

pcp700989456.hl 

BLASTX 

g2832661 

317 

8.0e-32 

121 

64 

(AL021710) pherophorin - like protein [Arabidopsis 
thaliana] 



Seq. No. 



25936 



4062 



Contig ID 


133553 1.R1040 


5 '-most EST 


hyd700726438.hl 


Method 


BLASTX 


NCBI GI 


g2829886 


BLAST score 


169 


E value 


3.0e-12 


Match lencrth 

1 id l_ Oil I'll 


39 


% identity 


43 


NCBI Description 


(AC002396) Hypothetical protein 


Seq. No. 


25937 


Contig ID 


133562 1.R1040 


5 f -most EST 


hyd700726451.hl 


Seq. No. 


25938 


Contia ID 


133586 1.R1040 


5 T -most EST 


hyd700726481.hl 


Method 


BLASTX 


NCBI GI 


g3915020 




447 


E value 


1.0e-44 


Match length 


87 


% identity 


95 


NCBI Description 


SUCROSE-PHOSPHATE SYNTHASE (UDP- 


GLUCOSYLTRANSFERASE) >gi_1022365 




sucrose phosphate synthase [Vici 


Can "Kin 


25939 


Contia ID 


133588 1.R1040 


^ 1 -most £ST 


hvd700T2 64 8 3 . hi 


Qprr No 


25940 


Contia ID 


133598 1.R1040 


5' -most EST 


ncj 700 97 8225. hi 


Method 


BLASTX 


NCBI GI 


g3355476 


BLAST score 


244 


E value 


2.0e-20 


Match length 


138 



(Z56278) 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



40 

(AC004218) unknown protein [Arabidopsis thaliana] 
25941 

133598_2.R1040 
epx701104843.hl 

25942 

133616_1.R1040 
hyd700728679.hl 

25943 

133620_1.R1040 

gsv701045620.hl 

BLASTX 

g3928083 

563 

4.0e-58 



4063 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



145 
72 

(AC005770) unknown protein [Arabidopsis thaliana] 
25944 

133621JL.R1040 
gsv701051960.hl 

25945 

133622_1.R1040 

hyd700726531.hl 

BLASTX 

g3885336 

276 

2.0e-27 

100 

62 

(AC005623) receptor-like protein kinase [Arabidopsis 
thaliana] 

25946 

133626JL.R1040 

ncj700984019.hl 

BLASTX 

g2623297 

238 

3.0e-20 

71 

69 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3790583 (AF079180) RING-H2 finger protein RHCla 
[Arabidopsis thaliana] 

25947 

133627JL.R1040 

pcp700990344.hl 

BLASTX 

g417148 

294 

6.0e-27 

82 

70 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 2 6A) 

(G2-4) >gi_99912_pir A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 

25948 

133628_1.R1040 
kll701211868.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



25949 

133643_1.R1040 

jC-gmst02400055a08al 

BLASTX 

g3319353 

443 

1.0e-43 



/ 



4064 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI. GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
63 

(AF077407) contains similarity to copper-binding proteins 
[Arabidopsis thaliana] 

25950 

133648JL.R1040 

hyd700730850.hl 

BLASTN 

g3116019 

145 

5.0e-76 

244 

90 

Pisum sativum mRNA for ftsZ gene 
25951 

133652_1.R1040 

jC-gmfl02220093b05al 

BLASTX 

g3892709 

304 

1.0e-27 

89 

74 

(AL033545) putative protein [Arabidopsis thaliana] 
25952 

133659JL.R1040 

jC-gmfl02220070e03al 

BLASTX 

gl842158 

588 

1.0e-60 
191 
58 

(D83260) HXC-26 
(D83389) HXC-26 



[Homo sapiens] >gi_1842163_dbj_BAA11907_ 
[Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25953 

133659_3.R1040 
eep700868425.hl 

25954 

133667_1.R1040 

hyd700726606.hl 

BLASTX 

g2342683 

159 

1.0e-10 
63 
68 

(AC000106) 
(gbJJ46067 



Contains similarity to Bos beta-mannosidase 
. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



25955 

133673 1.R1040 



4065 



5' -most EST 


hyd700726614.hl 


Seg. No. 


25956 


Contig ID 


133678 1.R1040 


5' -most EST 


hyd700726621.hl 


Sea. No. 


25957 


Contig ID 


133686 2.R1040 


5 1 -most EST 


hyd700726635.hl 


Seg. No. 


25958 


Contig ID 


133687 1.R1040 


5" -most EST 


kll701215026.hl 


Seg. No. 


25959 


Contia ID 


133709 1.R1040 


5 f -most EST 


jC-gmle~01810056g08al 


Qprr No 


25960 


Contia ID 


133715 1.R1040 


5 1 -most EST 


epx701108745.hl 


Method 


BLASTX 


NCBI GI 


g3327394 


BLAST score 


241 


E value 


1.0e-20 


Match, lencrth 


58 


% identity 


71 


NCBI Description 


(AC0044 83) putative RNA : 


Qarr No 


25961 


Contia ID 


133717 1.R1040 


^ 1 — mn^t F^T 


hvd700726677 .hi 


CJprr Mrj 
O C v-j^ . LN • 


25962 


Contia ID 


133724 1.R1040 


5' -most EST 


uC-gmronoir028d04bl 


Method 


BLASTX 


NCBI GI 


g4490327 


BLAST score 


345 


E value 


1.0e-32 


Match lpnath 


106 


% identity 


56 


NCBI Description 


(AL035656) hypothetical 


Seg. No. 


25963 


Contia TD 


133770 1.R1040 


^'-mnqt F.ST 


hvd700T27 631 . hi 


Qc^rr Mrs 


25964 




1^775 1 R1040 

J. .J ~J f / ^/ J- • IN. J- V M \J 


5 1 -most EST 


hyd7 0072 6778 .hi 


Method 


BLASTX 


NCBI GI 


g4467151 


BLAST score 


340 


E value 


4.0e-32 


Match length 


83 


% identity 


73 



4066 



NCBI Description (AL035540) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25965 

133803J..R1040 

ncj700987390.hl 

BLASTX 

g2511715 

573 

2.0e-59 

124 

83 

(AF019380 ) putative phosphatidylinositol-4-phosphate 
5-kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25966 

133805_1.R1040 

hyd700730139.hl 

BLASTX 

g2895510 

151 

3.0e-10 

74 

47 

(AF033204) putative pectin methylesterase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 



25967 

133821__1.R1040 

uC-gmf lmins oy 0 3 6d0 9b 1 

BLASTX 

g4490753 

155 

3.0e-10 

130 

35 

(AL035708) putative protein [Arabidopsis thaliana] 
25968 

133827J..R1040 

uC-gmrominsoyl31f 04bl 

BLASTX 

g3249070 

248 

3.0e-21 

63 

76 

(AC004473) Contains similarity to siah binding protein 1 
(SiahBPl) gb_U51586 from Homo sapiens. ESTs gb_T43314, 
gb_T43315 and gb_R90521, gb_T75905 [Arabidopsis thaliana] 

25969 

133832_1.R1040 

hyd700726974.hl 

BLASTX 

g3914468 

346 

6.0e-33 



4067 



Match length 

% identity 

NCBI Description 



78 
86 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 

>gi_478411_pir JQ2257 nuclear antigen 21D7 - carrot 

>gi_217911__dbj_BAA02696_ (D13434) 21D7 antigen [Daucus 
carota] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25970 

133852_1.R1040 

hyd700727010.hl 

BLASTX 

g2760839 

551 

1.0e-56 

129 

81 

(AC003105) putative receptor kinase 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



25971 

133862_1.R1040 
hyd700727229.hl 

25972 

133866_1.R1040 
zhf700964958.hl 

25973 

133868_1.R1040 

ncj700979106.hl 

BLASTX 

g3176660 

154 

6.0e-10 

104 

39 

(AC004393) Similar to ERECTA receptor protein kinase 
gb_U47029 from A. thaliana. [Arabidopsis thaliana] 

25974 

133884_1.R1040 
xpa700792867.hl 

25975 

133889_1.R1040 

hyd700727075.hl 

BLASTN 

g4580454 

37 

2.0e-ll 

81 

86 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 

25976 

133892JL.R1040 
hyd700727080.hl 



4068 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4239675 

279 

4.0e-25 

90 

62 

(AL031546) heavy metal tolerance protein precursor 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25977 

133952_1.R1040 

hyd700727183.hl 

BLASTX 

gl!70659 

263 

7.0e-23 

139 

40 

KINESIN-LIKE PROTEIN KIF4 >gi_1083417_pir A54803 

microtubule-associated motor KIF4 - mouse 
>gi_563773_dbj_BAA02167_ (D12646) KIF4 [Mus musculus] 

25978 

133956JL.R1040 

kll701203118.hl 

BLASTX 

g4006888 

275 

7.0e-45 

154 

53 

(Z99708) putative protein [Arabidopsis thaliana] 
25979 

133964_1.R1040 

ncj700985202.hl 

BLASTX 

g 4544436 

220 

4.0e-18 

81 

53 

(AC006592) anthocyanidin-3-glucoside rhamnosyltransf erase, 
3' partial [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



25980 

133985_1.R1040 
hyd700727228.hl 

25981 

133994_1.R1040 
hyd700727745.hl 



Seq. No. 
Contig ID 
5' -most EST 



25982 

133996_1.R1040 
hyd700727692.hl 



4069 



Seq. No. 


25983 


Contig ID 


133997 1.R1040 


5' -most EST 


bth700845047.hl 


Method 


BLASTX 


NCBI GI 


gl653395 


BLAST score 


306 


E value 


3.0e-33 


Match length 


120 


% identity 


66 


NCBI Description 


(D90913) PET112 


Seq. No. 


25984 


Contig ID 


134010 1.R1040 


5 1 -most EST 


leu701155671.hl 


Method 


BLASTX 


NCBI GI 


gl708971 


BLAST score 


174 


E value 


2.0e-12 


Match length 


61 


% identity 


56 


NCBI Description 


(R)-mandelonitr: 




(HYDROXYNITRILE 



>gi_421871_pir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 
(R) -(+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 

serotina] >gi_109077 6__prf 2019441A mandelonitrile lyase 

[Prunus serotina] 



Seq. No. 
Contig ID 
5 '-most EST 



25985 

134010_3.R1040 
uC-gmflminsoy040hl2bl 



Seq. No. 
Contig ID 
5' -most EST 



25986 

134014_1.R1040 
uC-gmrominsoyl22h02bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



25987 

134019_1.R1040 

zhf700964050.hl 

BLASTX 

g2462750 

267 

2.0e-23 

100 
50 

(AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



25988 

134031JL.R1040 

leu701146461.hl 

BLASTX 

g4538905 

395 

1.0e-38 

88 



4070 



% identity 81 

NCBI Description (AL049482) putative protein [Arabidopsis thaliana] 



Qprr Mo 


25989 


Contig ID 


134048 1.R1040 


5 '-most EST 


hyd700727328.hl 


Method 


BLASTX 


NCBI GI 


g2290532 


BLAST score 


310 


it va 1 hp 

1_J V U.L 


1.0e-28 


Match length 


83 




72 


NCBI Description 


(U94748) AN11 [Petunia x hybrida] 


o cj ^ * in w * 


25990 


Contig ID 


134054 1.R1040 


5 T -most EST 


ncj700984713.hl 


Mp1~hod 


BLASTX 


NCRT GI 


g3128213 


BLAST score 


167 


Ci Vdl Lit; 


6. 0e-12 


Liu UUll _L.Cli.vj Ull 


76 




53 




(Ar004077} hvoothetical orotein [Arabidopsis thali. 


beg. no. 


Z J " "I 


Contig ID 


134071 1.R1040 


5' -most EST 


gsv701052826.hl 




RT.ASTX 


MPRT 
LN^Dl VTX 


a2262114 


OJ-iiitO 1 oLUiC 


319 


Hi v d x Lit? 


3. 0e-29 


nu LLii iciiy i-ii 


195 


O X I L. -L (— y 


35 


iN^OX UCOLiipLlUll 


(AC002343) cellulose synthase isolog [Arabidopsis 


Qarr Wn 


25992 


Contig ID 


134078 1.R1040 


5 '-most EST 


gsv701045403.hl 


Mp"t~hiod 


BLASTX 


NCRT GI 

L\ U -L. \_J -L. 


g3608154 


BLAST score 


146 


E value 


2.0e-09 


rla LLll J-Ciiy LU 


77 


O 1UC11L1 Lj 


48 


NCBI Description 


(AC005314) unknown protein [Arabidopsis thaliana] 


O fcJ q « IN w ■ 


25993 


Contig ID 


134123 1.R1040 


5' -most EST 


bth700844265.hl 


Seq. No. 


25994 


Contig ID 


134136 1.R1040 


5 '-most EST 


zhf 700953454. hi 


Seq. No. 


25995 


Contig ID 


134152JL.R1040 



4071 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701046909.hl 

BLASTX 

g4538967 

160 

4.0e-ll 

51 
55 

(AL049488 
thaliana] 



major intrinsic protein (MlP)-like [Arabidopsis 



25996 

134161_1.R1040 
fC-gmfl700903761d2 

25997 

134166JL.R1040 

hyd700727506.hl 

BLASTX 

g4006876 

173 

8.0e-13 

80 

54 

(Z99707) hypothetical protein [Arabidopsis thaliana] 
25998 

134186_1.R1040 
hyd700727529.hl 

25999 

134223_1.R1040 

jC-gmle01810080h09al 

BLASTX 

g3212870 

631 

6.0e-66 

179 

67 

(AC004005) 
thaliana] 



putative N-myristoyltransf erase [Arabidopsis 



26000 

134232JL.R1040 
hyd700727593.hl 

26001 

134273JL.R1040 

pmv700893164.hl 

BLASTX 

g4151321 

528 

4.0e-54 

111 

91 

(AF089085) putative auxin efflux carrier protein; AtPINl 
[Arabidopsis thaliana] 



4072 




Seq. No. 26002 

Contig ID 134279J..R1040 

5 '-most EST ncj700988327 . hi 

Method BLASTX 

NCBI GI g3738310 

BLAST score 500 

E value 1.0e-50 

Match length 116 

% identity 82 

NCBI Description (AC005309) putative nuclear protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 "-most EST 



26003 

134296_1.R1040 
hyd700727675.hl 

26004 

134299JL.R1040 
hyd700727684.hl 

26005 

134300_1.R1040 
hyd700727685.hl 

26006 

134305JL.R1040 
hyd700727691.hl 



Seq. No. 
Contig ID 
5 ? -most EST 



26007 

134308_1.R1040 
hyd700727703.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26008 

134323_1.R1040 

hyd700727722.hl 

BLASTX 

g3176664 

134 

6.0e-ll 

137 

35 

(AC004393) Contains similarity to beta scruin gb_Z47541 
from Limulus polyphemus. ESTs gb_T04493 and gb_AA585955 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 


26009 


Contig ID 


134323 2.R1040 


5 '-most EST 


dpv701097311.hl 


Seq. No. 


26010 


Contig ID 


134325 1.R1040 


5' -most EST 


zzp700833044.hl 


Seq. No. 


26011 


Contig ID 


134333 1.R1040 


5' -most EST 


hyd700727733.hl 


Method 


BLASTX 


NCBI GI 


g4204313 



4073 



BLAST score 


186 


E value 


7.0e-14 


net Loii _Lciiy i_ii 


77 






imucx uescnptiuii 


( HPOn'3097 ^ l pi nrt csprr Nr> dp*M n i t i nn 1 i np found 




rArahi Hon^i fbsl "i ana 1 

[_ O.i^'JL^J.kJ^JO J- t~> L-llCl-L-l-ClllCl J 


kJCVj* IN \-> • 


26012 




1 "34^4^ 1 R1 040 


5 1 -most EST 


zsg70lTl7682.hl 


Method 


BLASTX 

J-J -1—1 X A kJ j.** 


NCBI GI 


g2809246 


BLAST score 


658 


Hi V CX J_ LI C 


4 . Oe-69 


Ma "H r*V» 1 onrfhVi 
L v ict llh j_ triiy L-ii 


151 


% identity 


83 


NCBI Description 


(AC002560) F2401.15 [Arabidopsis thaliana] 


oeq. in u . 


9601 ? 




1 ^4^S1 1 R1040 

J_ J T -J JL X* i\ -L W r± \J 




hvH700T?77S8 hi 




9601 4 

Z. D U -L *i 




1 ^4 ^61 1 Rl 040 




fd©700876873 hi 


Mo+" Vl f"»H 






rr^91 "^997 


BLAST score 


229 


E value 


1.0e-18 


I v 1cIl.Oii Xtrily HI 


1 66 

J. u u 


o J. LiC 11 LlL.y 


31 


NCBI Description 


(AF035209) putative v-SNARE Vtila [Mus musculus 




>gi_3421062 (AF035823) 29-kDa Golgi SNARE [Mus ] 




9601 5 

Z. U \J J. o 


Contig ID 


134367 1.R1040 


5 T -most EST 


fde700873113.hl 


O G • IN U ♦ 


9601 6 


Contig ID 


134372 1.R1040 


5' -most EST 


fde700871842.hl 


JClj. LN KJ * 


26017 


Contig ID 


134392 1.R1040 


5' -most EST 


hyd700727808.hl 


o e cj • in u • 


9601 ft 


Contig ID 


134395 1.R1040 


5' -most EST 


hyd700727812.hl 


Ocv|« IN \J • 


26019 


Contig ID 


134439 1.R1040 


5 '-most EST 


hyd700730260.hl 


Seq. No. 


26020 


Contig ID 


134443 1.R1040 


5 '-most EST 


hyd700727908.hl 



4074 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3269290 

161 

5.0e-ll 

50 

68 

(AL030978) putative receptor like kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26021 

134455_1.R1040 
hyd700727929.hl 

26022 

134457_1.R1040 
hyd700727931.hl 

26023 

134467JL.R1040 
hyd700727947.hl 

26024 

134470_1.R1040 

uC-gmflminsoy080h01bl 

BLASTN 

g2739043 

123 

2.0e-62 

255 

87 

Glycine max polyphosphoinositide binding protein Sshlp 
(SSH1) mRNA, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26025 

134518_1.R1040 

pcp700994803.hl 

BLASTX 

g4006882 

199 

4.0e-15 

141 

44 

(299707) UDP-glucuronyltransf erase-like protein 
[Arabidopsis thaliana] 

26026 

134557_1.R1040 

hyd700728088.hl 

BLASTN 

gl69360 

138 

8.0e-72 

260 

88 

P. vulgaris PVPK-1 protein, complete cds 



Seq. No. 



26027 



4075 



II 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Contig ID 
5' -most EST 



134560JL.R1040 
awf700840236.hl 
BLASTX 
g3242659 
376 

2.0e-42 

117 

62 

(AB015599) spermidine synthase [Coffea arabica] 
26028 

134589_1.R1040 
smc700744363.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26029 

134597_1.R1040 
jC-gmfl02220055b06al 

26030 

134597_2.R1040 
hyd700728194.hl 

26031 

134678_1.R1040 

hyd700728614.hl 

BLASTX 

g2244792 

431 

7.0e-43 

97 

43 

(Z97336) ankyrin homolog [Arabidopsis thalxana] 



26032 

134682J..R1040 

jC-gmfl02220061cl0al 

BLASTX 

g2495155 

421 

3.0e-41 

129 

67 

GLUTAMYL - T RN A REDUCTASE 1 
>gi_l 6 9 4 9 2 6_db j _BAA0 8 9 1 0_ 
[Cucumis sativus] 



PRECURSOR (GLUTR) 

(D50407) glutamyl-tRNA reductase 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



26033 

134721JL.R1040 
jC-gmle01810053d05al 

26034 

134733JL.R1040 

hyd700728523.hl 

BLASTX 

g4544423 

265 

1.0e-23 



4076 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ft 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



57 
84 

(AC006955) 



hypothetical protein [Arabidopsis thaliana] 



26035 

134751JLR1040 

hyd700728548.hl 

BLASTX 

g2499609 

236 

7.0e-20 

57 

74 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG 5 (MAP KINASE 5) 

(ATMPK5) >gi_629546__pir S40471 mitogen-activated protein 

kinase 5 {EC 2.7.1.-) - Arabidopsis thaliana 
>gi_457402_dbj_BAA04868_ (D21841) MAP kinase [Arabidopsis 
thaliana] 

26036 

134760JL.R1040 
hyd700728564.hl 

26037 

134761_1.R1040 
jC-gmst02400067h03dl 

26038 

134771JL.R1040 

fde700873290.hl 

BLASTN 

g3128143 

38 

1.0e-ll 

94 

85 

Arabidopsis thaliana genomic DNA, chromosome 5 r PI clone: 
MTI20, complete sequence [Arabidopsis thaliana] 

26039 

134787_1.R1040 
kll701213449.hl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26040 

134795JUR1040 
2sg701122196.hl 

26041 

134798JL.R104G 

fC-gmfl700909108al 

BLASTN 

g2213533 

167 

7.0e-89 

383 

86 

P. sativum mRNA encoding DNA-binding PDl-like protein 



4077 



beq. wo. 


ZOU4Z 


Lonuxg id 


lOHOVO 1.K1U4U 


C | _rnr-\o-H TCP 

0 — luOSI. HjoI 


Z Zp / UUIJjjIjj .111 


Method 


BLASTX 


NCBI GI 


g2213602 


biiAbi score 




E value 


y . ue-oo 


Match length 


162 


% identity 


52 


NCBI Description 


[Auuuuj4oj 1/iNy.zz [/iraDiaopsis unaiianaj 


Seq. No. 


zoU4 J 


Contig ID 


134810 1.R1U4U 


o - most: hjbi 


nyd / uu / zo boi . n± 


Seq. No. 


o /** r* A A 


Lonuxg id 


io4o±4 J..KIU4U 


5 '-most EST 


apv/010 9 /UO / .nl 






NCBI GI 


gl346261 


BLAST score 


356 


E value 


6.0e-34 


Match length 


114 


% identity 


65 


NCBI Description 


GLUTAMYL- TRNA REDUCTASE 2 PRECURSOR (GLUT 



>giJ.015319_dbj_BAA11091_ 
[Cucumis sativus] 



(D67088) glutarayl-tRNA reductase 



Seq. No. 


26045 


Contig ID 


134818 1.R1040 


5 T -most EST 


hyd700729833.hl 


Seq. No. 


26046 


Contig ID 


134820 1.R1040 


5 f -most EST 


gsv701056004.hl 


Method 


BLASTX 


NCBI GI 


gl652678 


BLAST score 


389 


E value 


1.0e-40 


Match length 


196 


% identity 


47 


NCBI Description 


(D90907) amidase [Syn< 


Seq. No. 


26047 


Contig ID 


134821 1.R1040 


5 1 -most EST 


jC-gmro02910004c03dl 


Seq. No. 


26048 


Contig ID 


134826_1.R1040 


5 T -most EST 


uC-gmflminsoy021f06bl 


Method 


BLASTX 


NCBI GI 


g2262143 


BLAST score 


237 


E value 


1.0e-19 


Match length 


112 


% identity 


52 



4078 



€1 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(AC002330) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

26049 

134850_1.R1040 

hyd700729423.hl 

BLASTX 

g2583108 

327 

7.0e-31 

87 

72 

(AC002387) putative surface protein [Arabidopsis thaliana] 
26050 

134856JL.R1040 

ncj700986123.hl 

BLAST N 

g2304954 

115 

5.0e-58 

276 

89 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
26051 

134860JL.R1040 
eep700866321.hl 

26052 

134874JL.R1040 
hyd700730111.hl 

26053 

134882_1.R1040 

g4297145 
BLASTX 
g477819 
511 

5.0e-52 

131 

76 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_410634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II, 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 

26054 

134888JL.R1040 

uC-gmronoir037f 06bl 

BLASTX 

g3420052 

304 

8.0e-28 

66 

83 



4079 



NCBI Description (AC004 680) putative ubiqinone reductase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26055 

134889JL.R1040 
fua701042019.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 



26056 

134890JL.R1040 
hyd700728755.hl 

26057 

134893_1.R1040 

g4284766 

BLASTX 

g2244946 

613 

7.0e-64 

152 

80 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
>gi_2326344_emb__CAA72072_ (Y11187) G14587-6 [Arabidopsis 
thaliana] 

26058 

134894_1.R1040 
sat701008814.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26059 

134900JL.R1040 

hyd700728773.hl 

BLASTX 

g3080420 

238 

2.0e-22 

70 

79 

(AL022 604) putative sugar transporter protein [Arabidopsis 
thaliana] 

26060 

134914JL.R1040 
uC-gmropic029f09bl 

26061 

134935JL. R1040 

kll701204606.hl 

BLASTX 

gl778093 

321 

5.0e-30 

88 
69 

(U64 902) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 



4080 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



26062 

134937JL.R1040 
hyd700728833.hl 

26063 

134947J..R1040 

hyd700730565.hl 

BLASTX 

g2191136 

193 

5.0e-15 

88 

49 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H7 6538; coded for by A. thaliana cDNA H7 6290 
[Arabidopsis thaliana] 

26064 

134952JL.R1040 

hyd700728860.hl 

BLASTX 

g2244831 

357 

5.0e-34 

107 

64 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
26065 

134958_1.R1040 
pmv700890114.hl 

26066 

134959_1.R1040 
jC-gmle01810035a02dl 

26067 

134967J..R1040 
hrw701063159.hl 

26068 

134968JL.R1040 

xpa700796826.hl 

BLASTX 

g2145356 

848 

3.0e-91 

208 
75 

(Y11122) HD-2ip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

26069 

134979_1.R1040 

wrg700791340.hl 

BLASTX 



4081 



€1 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4063744 
219 

1.0e-17 

84 
54 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
26070 

134980J..R1040 

gsv701043982.hl 

BLASTX 

g3176691 

150 

2.0e-09 

116 

38 

(AC003671) Contains homology to serine/threonine protein 
kinase gb_X99618 from Mycobacterium tuberculosis. ESTs 
gb_F14403, gb_F14404, and gb_N96730 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



26071 

134983JL.R1040 

txt700734791.hl 

BLASTX 

g3643606 

345 

2.0e-32 

131 

47 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
26072 

134991_1.R1040 

g4396464 

26073 

135004JL.R1040 
sat701004706.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26074 

135005JL.R1040 
rca701001644.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



26075 

135009_1.R1040 

zhf700958906.hl 

BLASTX 

gl402878 

501 

2.0e-50 

198 

47 

(X98130) unknown 
26076 

135040 1.R1040 



[Arabidopsis thaliana] 



4082 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hyd700729004.hl 

BLASTX 

g2618691 

158 

2.0e-16 

80 

54 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26077 

135046J..R1040 
sat701013987.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26078 

135049_1.R1040 

hyd700729014.hl 

BLASTX 

g882341 

338 

2.0e-31 

115 

61 

(U24702) LRP1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26079 

135064JL.R1040 

hyd700729035.hl 

BLASTX 

g4567312 

356 

9.0e-34 

137 

55 

(AC005956) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26080 

135067JL.R1040 
ncj700980427.hl 



Seq. No. 
Contig ID 
5 T -most EST 



26081 

135068JL.R1040 
hyd700729040.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26082 

135070JL.R1040 
jC-gmle01810018b03a2 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



26083 

135095JL.R1040 

pxt700944052.hl 

BLASTX 

g2500543 

494 

9.0e-50 

211 

47 



4083 



NCBI Description 



PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE EEED8.5 >giJ733602 (U23484) similar to S. 
cerevisiae pre-mRNA splicing factor RNA helicase PRP22 
(SP:PR22_YEAST, P24384) and other DEAH subfamily members of 
the DEAD box family helicases [Caenorhabditis elegans] 



Seq. No. 


26084 


Contig ID 


IJoOyo 1.R1040 


5 T -most EST 


hyd700729106.hl 


Method 


BLASTX 


>T/"f 7-5 -r y~j -r 

NCBI GI 


qZoDbu9o 


BLAST score 


212 


E value 


y . ue-z / 


Match length 


135 


% identity 


53 


NCBI Description 


(AF023472) peptide transport 


Seq. No. 


26085 


Contig ID 


135106 1.R1040 


5 '-most EST 


hyd700729118.hl 


Seq. No. 


26086 


Contig ID 


135109_1.R1040 


5 '-most EST 


hyd700729124.hl 


Method 


BLASTX 


NCBI GI 


g3212848 


BLAST score 


550 


E value 


7.0e-73 


Match length 


217 


% identity 


66 


NCBI Description 


(AC004005) putative inositol 




[Arabidopsis thaliana] 


Seq. No. 


26087 


Contig ID 


135113_1.R1040 


5' -most EST 


jC-gmst 024000 61a06al 


Method 


BLASTX 


NCBI GI 


g3327389 


BLAST score 


1129 


E value 


1. 0e-124 


Match length 


262 


% identity 


85 


NCBI Description 


(AC004483) putative DNA repl 




[Arabidopsis thaliana] 


Seq, No. 


26088 


Contig ID 


135117 1.R1040 


5' -most EST 


hyd700729134.hl 


Seq. No. 


26089 


Contig ID 


135133 1.R1040 


5' -most EST 


jC-gmro02910073h01dl 


Seq. No. 


26090 


Contig ID 


135163 1.R1040 


5' -most EST 


hyd700729210.hl 



[Hordeum vulgare] 



replication licensing factor, mcrnS 



4084 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



26091 

135189JL.R1040 

jC-gmro02910014a01al 

BLASTX 

gl585128 

279 

9.0e-25 

147 

30 

isopeptidase T [Homo sapiens] - 
26092 

135206_1.R1040 

hyd700729271.hl 

BLASTX 

g4115383 

343 

1.0e-32 

97 

70 

(AC005967) receptor-like protein kinase [Arabidopsis 
thaliana] 

26093 

135207_1.R1040 
ncj700976544.hl 

26094 

135250_1.R1040 
hyd700729366.hl 

26095 

135256_1.R1040 
wrg700788111.hl 

26096 

135281JL.R1040 

g5752508 

BLASTX 

gl705594 

227 

1.0e-18 

107 

42 

PEROXISOME ASSEMBLY PROTEIN CAR1 (PEROXIN-2) 

>gi_2133320_pir A56730 carl protein - Podospora anserina 

>gi_1360119_emb_CAA60739_ (X87329) peroxisome assembly 
factor [Podospora anserina] 

26097 

135285_1.R1040 
hyd700729453.hl 

26098 

135297_1.R1040 

jC-gmro02910062hl0dl 

BLASTX 



4085 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



g3004551 
217 

2.0e-17 

74 
50 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
26099 

135304_1.R1040 
jC-gmst02400066e!2a2 

26100 

135309JL.R1040 

ncj700983374.hl 

BLASTN 

gl9496 

93 

1.0e-44 

165 

89 

L.polyphyllus pPLB02 mRNA 
26101 

135328_1.R1040 
txt700735342.hl 

26102 

135333J..R1040 

gsv701054416.hl 

BLASTN 

gl370173 

118 

1.0e-59 

250 
87 

L.japonicus mRNA for small GTP-binding protein, RAB1Y 
26103 

135333_2.R1040 

hrw701059593.hl 

BLASTN 

g!370173 

109 

2.0e-54 

209 

88 

L.japonicus mRNA for small GTP-binding protein, RAB1Y 
26104 

135335JL.R1040 
jex700904520.hl 

26105 

135361_1.R1040 
hyd700730246.hl 
BLASTX 
g2462756 



4086 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



172 

7.0e-13 

65 

35 

(AC002292) 



putative receptor kinase [Arabidopsis thaliana] 



26106 

135385_1.R1040 
bth700844330.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



26107 

135419JL.R1040 

gsv701046154.hl 

BLASTX 

g4454031 

214 

5.0e-17 

138 

36 

(AL035394) putative protein [Arabidopsis thaliana] 
26108 

135425JL.R1040 
hyd700729837.hl 

26109 

135434JL.R1040 

hyd700729854.hl 

BLASTX 

g4559329 

271 

3.0e-24 

73 

63 

(AC007087) putative protein kinase MAP3K [Arabidopsis 
thaliana] 

26110 

135443__1.R1040 

crh700853910.hl 

BLASTX 

g!711382 

257 

3.0e-22 

114 

51 

SET PROTEIN >gi_940889 (U30470) SET [Drosophila 
melanogaster] 

26111 

135463_1.R1040 

gsv701052328.hl 

BLASTX 

g3337361 

597 

5.0e-62 
160 



4087 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



64 

(AC004481) 



ankyrin-like protein [Arabidopsis thaliana] 



26112 

135473JL.R1040 

hrw701062888.hl 

BLASTX 

g3695059 

648 

6.0e-68 

165 

77 

(AF064787) rac GTPase activating protein 1 [Lotus 
japonicus] 

26113 

135488J..R1040 

vzy700753081.hl 

BLASTX 

g3096944 

145 

2.0e-09 

55 
55 

(AL023094) putative protein [Arabidopsis thaliana] 
26114 

135532J..R1040 

hyd700730018.hl 

BLASTX 

g4544451 

185 

6.0e-14 

67 

54 

(AC006592) unknown protein [Arabidopsis thaliana] 
26115 

135549_1.R1040 

hyd700730041.hl 

BLASTX 

g4104931 

228 

8.0e-19 

49 

88 

(AF042196) auxin response factor 8 [Arabidopsis thaliana] 
26116 

135573_1.R1040 
hyd700730073.hl 

26117 

135579_1.R1040 
jC-gmst 0240007 laOlal 



Seq. No. 



26118 



4088 



Contig ID 
5' -most EST 



135590_1.R1040 
sat701007611.hl 



Seg. No, 


26119 


Contig ID 


135670 1.R1040 


5' -most EST 


hyd700730214.hl 


Method. 


BLASTX 


NCBI GI 


g2244766 


BLAST score 


185 


E value 

J-J V \-X J_ i*t ^ 


4 . 0e-14 


Match lencrth 


68 


% identitv 


54 


NPRT Dp s p t i "nt" i on 

L^i XJ -L J_y *J v.* J_ J_ k> _L> X 1 


(Z97335) glucosyltransf erase [Arabidopsis thaliana] 


Sea. No. 


26120 


Contig ID 


135678 1.R1040 


5 T -most EST 


hyd700730225.hl 


Method 


BLASTX 


NCBI GI 


g4454465 


BLAST score 


314 


E value 


9.0e-29 


Match lencrth 


127 




52 


NCBI Descrintion 


(AC006234) unknown protein [Arabidopsis thaliana] 


Qprr KfO 
O C • 1NU i 


26121 


Print* i a TFl 


1 ^Rfifn 1 R1 040 

1 JJUO J 1 ■ i\lUiU 


J ILLUo L. CjOX 


hvH700T^0?^0 hi 
nyv_i / i ju_1h-?w ■ iix 




26122 


Contig ID 


135703_1.R1040 


5 T -most EST 


uC-gmflminsoy082cl2bl 


117 UilUU, 




NCBI GI 


g2204096 


BLAST ^rore 


508 


Hi VOX U.C* 


1 . 0e-51 


Match lencrth 


123 


(J _1_ 11 L -1- y 


39 


IN JD J. UCOOl X^LlJil 


( 7,8?QQ9) FCA delta rArabidonsis thaliana! 


Seq. No. 


26123 


print "i a TD 


135713 1 R1040 


5 '-most EST 


fde700876537.hl 


Method 


BLASTX 


NCBT GT 

V4 \s i-S X. J. 


cr3878117 


DlxH.Dx btUIc 




Hi Vcl_LU.C 


c: np-1 7 


na L.L'ii j_ciiyL.ii 


1?? 


% identity 


19 


NCBI Description 


(Z49068) mitochondrial carrier protein [Caenorhabdit 




elegans] 


Seq. No. 


26124 


Contig ID 


135725 1.R1040 


5 1 -most EST 


jsh701069540.hl 


Method 


BLASTX 


NCBI GI 


g3264830 



4089 



BLAST score 


(f) 

183 


E value 


2.0e-13 


Match length 


124 


Sr -1 Hpnt it v 


34 


NCBI Description 


(AF072405 
hirsutum] 



cotton fiber expressed protein 2 [Gossypium 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



26125 

135737JL.R1040 

jC-gmfl02220094g04al 

BLASTX 

g4455276 

594 

1.0e-61 

159 
70 

(AL035527) 
thaliana] 



peptide transporter-like protein [Arabidopsis 



26126 

135738_1.R1040 

leu701149626.hl 

BLASTX 

g3341417 

270 

1.0e-23 
120 
46 

(AJ009657) 
complex AP 



Mu3 subunit of clathrin-associated protein 
3 [Drosophila melanogaster] 



26127 

135757JL.R1040 

hyd700730341.hl 

BLASTX 

g4454043 

340 

6.0e-32 

98 

62 

(AL035394) putative receptor kinase [Arabidopsis thaliana] 
26128 

135771JL.R1040 
hyd700730364.hl 

26129 

135789_1.R1040 
sat701004596.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



26130 

135791JL.R1040 
bth700847492.hl 

26131 

135794JL.R1040 
hyd700730392.hl 



4090 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26132 

135796_1.R1040 
uC-gmrominsoy046h07bl 

26133 

135814JL.R1040 

hyd700730441.hl 

BLASTX 

g3309583 

438 

1.0e-43 

98 

82 

(AF073830) fructose-6-phosphate 

2-kinase/fructose-2, 6-bisphosphatase [Solanum tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



26134 

135822JL.R1040 
hyd700730501.hl 

26135 

135828_1.R1040 
hyd700730515.hl 

26136 

135839JL.R1040 
g5057830 

26137 

135865_1.R1040 
wrg700790686.h2 

26138 

135870_1.R1040 

kmv700739491.hl 

BLASTX 

g2618691 

254 

1.0e-30 

104 

72 

(AC002510) putative chloroplast envelope Ca2+-ATPase 
[Arabidopsis thaliana] 

26139 

135877_1.R1040 
hyd700730640.hl 

26140 

135886JL.R1040 
wrg700789835.h2 

26141 

135891JL.R1040 
hyd700730882.hl 



4091 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26142 

135901_1.R1040 
rlr700900402.hl 

26143 

135906_1.R1040 

g5126613 

BLASTX 

g3834322 

554 

2.0e-56 

205 

58 

(AC005679) EST gb_R30300 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



26144 

135917_1.R1040 

uC-gmrominsoy316d06bl 

BLASTN 

g2760165 

40 

6.0e-13 

84 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MAC9, complete sequence [Arabidopsis thaliana] 

26145 

135917_2.R1040 
fde700873034.hl 



PI clone: 



Seq. No. 
Contig ID 
5" -most EST 



26146 

135925JL.R1040 
txt700737685.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



26147 

135925_2.R1040 
pxt700946004.hl 

26148 

135932_1.R1040 
rlr700898642.hl 

26149 

135979_1.R1040 
wrg700790417.h2 

26150 

136000_1.R1040 
hyd700730924.hl 

26151 

136015_1.R1040 
kmv700743630.hl 
BLASTX 
g2499535 



4092 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



551 

1.0e-56 

161 
67 

2-0X0GLUTARATE/MALATE TRANS LOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 



Seq. No. 
Contig ID 
5 T -most EST 



26152 

136017JL.R1040 
kmv700742078.hl 



Seq. No. 
Contig ID 
5' -most EST 



26153 

136027_1.R1040 
ncj700985144.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26154 

136049_1.R1040 

hyd700731011.hl 

BLASTX 

g584862 

387 

2.0e-37 

138 
54 

CYTOCHROME P450 71A3 (CYPLXXIA3) (P-450EG3) 

>gi_480397_pir S36807 cytochrome P450 71A3 

(fragment) >gi_408142_emb_CAA50313_ (X70982) 
hydroxylase [Solanum melongena] 



- eggplant 
P450 



Seq. No. 
Contig ID 
5' -most EST 



26155 

136051_1.R1040 
hyd700731013.hl 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26156 

136068JL.R1040 

eep700866603.hl 

BLASTN 

gl354856 

241 

1.0e-133 

512 

89 

Phaseolus vulgaris bZIP transcriptional repressor ROM1 
mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



26157 

136070JL.R1040 
uC-gmronoir036a0 6bl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



26158 

136077_1.R1040 

hyd700731046.hl 

BLASTX 

g4432861 

252 

2.0e-21 



4093 



# 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
60 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
26159 

136081_1.R1040 
g5753061 

26160 

136081_2.R1040 
uC-gmronoir059d01bl 

26161 

136111JL.R1040 
uC-gmronoir031h08bl 

26162 

136115JL.R1040 

hyd700731114.hl 

BLASTX 

g4220512 

659 

6.0e-69 

224 

54 

(AL035356) putative pectate lyase [Arabidopsis thaliana] 
26163 

136121JL.R1040 
g5175622 



26164 

136141JL.R1040 

hyd700731162.hl 

BLASTN 

g2304954 

94 

2.0e-45 

221 
90 

Glycine max aluminum induced sali5-4a mRNA, 



complete cds 



26165 

136142JL.R1040 
hyd700731165.hl 

26166 

136149J..R1040 

hyd700731178.hl 

BLASTX 

g3033377 

171 

4.0e-12 



43 

(AC004238) 
thaliana] 



putative berberine bridge enzyme [Arabidopsis 



4094 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26167 

136152_1.R1040 

pxt700944589.hl 

BLASTX 

g4454484 

504 

3.0e-51 

135 
73 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26168 

136170_1.R1040 
rca701000867.hl 

26169 

136174JL.R1040 

jC-gmfl02220056f09al 

BLASTN 

g4490324 

48 

2.0e-17 

185 

85 

Arabidopsis thaliana 
(ESSA project) 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



DNA chromosome 4, BAC clone T9A14 



26170 

136176JL.R1040 

zhf700952763.hl 

BLASTX 

g!19636 

264 

9.0e-23 

150 

43 

ELECTRON TRANSFER FLAVOPROTEIN ALPHA-SUBUNIT PRECURSOR 

( ALPHA- ETF) >gi_87351_pir A31998 electron transfer 

flavoprotein alpha chain precursor - human >gi_182251 
(J04058) electron transport flavoprotein [Homo sapiens] 
>gi_4503607_ref_NP_000117.1_pETFA_ electron transfer 
flavoprotein, alpha polypeptide 

26171 

136177_1.R1040 

hyd700731230.hl 

BLASTX 

g2653281 

160 

4.0e-ll 

41 
71 

(AJ002173) cyclin-dependent kinase inhibitor protein 
[Chenopodium rubrum] 



4095 



CD 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26172 

136189_1.R104Q 
zhf700962042.hl 

26173 

136200_1.R1040 
crh700853301.hl 

26174 

136200_2.R1040 
zsg701126146.hl 

26175 

136206_1.R1040 
asn701137826.hl 

26176 

136213JL.R1040 
jC-gmro02910060e05dl 

26177 

136246_1.R1040 
jC-gmfl02220054d08al 

26178 

136248_1.R1040 

nsy700645540.hl 

BLASTX 

g3482970 

359 

2.0e-34 

93 

78 

(AL031369) putative protein [Arabidopsis thaliana] 
26179 

136250_1.R1040 
ncj700983242.hl 

26180 

136257JL.R1040 
sat701003116.hl 

26181 

136264_1.R1040 
hrw701061387.hl 

26182 

136265JL.R1040 

gsv701051472.hl 

BLASTX 

g4006914 

266 

4.0e-23 

93 

53 

(Z99708) serine C-palmitoyltransf erase like protein 



4096 



\ 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



.Arabidopsis thaliana] 
26183 

136265_2.R1040 
uC-gmrominsoy028c07bl 

26184 

136271_1.R1040 

eep700865594.hl 

BLASTX 

g3885339 

516 

3.0e-75 

317 

50 

(AC005623) putative bzip protein 
26185 

136281_1.R1040 
vzy700755147.hl 



26186 

136299_1.R1040 

leu701154347.hl 

BLASTX 

g2231312 

496 

2.0e-65 

138 

94 

(U75603) AtRabl8 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



26187 

136299_2.R1040 
zhf700954322.hl 

26188 

136307JL.R1040 

kll701213372.hl 

BLASTX 

gl706947 

480 

3.0e-48 

108 
85 

(U43528) RAD51 homolog AtRad51 [Arabidopsis thaliana] 
>gi_170694 9 (U43652) AtRADSl [Arabidopsis thaliana] 
>gi_2388778_emb_CAA04529_ (AJ001100) Rad51-like protein 
[Arabidopsis thaliana] 

26189 

136307_2.R1040 
sat701010232.h2 



Seq. No. 
Contig ID 
5' -most EST 



26190 

136375_1.R1040 
fua701038576.hl 



4097 



Method 


BLASTX 


NCBI GI 


g4006918 


BLAST score 


238 


E Vr3 1 1] 


8 Oe-20 


Ma1~c , h 1 pnrr1"h 

i in l^ii xuiiu cxi 


68 


% identity 


66 


NCBI Description 


(Z99708) peroxidase like prot< 


Sea No 


26191 


Contig ID 


136379 1.R1040 


5' -most EST 


ncj700975155.hl 


Qc*n Nn 


26192 


Contig ID 


136389 1.R1040 


5 '-most EST 


ncj700975175.hl 


Sea No 


26193 


Tontia ID 


136411 1 R1040 


S 1 -most EST 


asn70lT41964 hi 


uCV^ • IN \J • 


26194 


Pnnt" "i rr TH 


136439 1 R1040 


5 1 -most EST 


jC-gmfl02220102al2al 


Mp1~hod 


BLASTX 






BLAST score 


184 


E value 


1.0e-13 


M-S*hr , ?i 1 ^nrrt-n 


59 




J X 




(AFO^fclftf,) No rJpf i ni t i on line* 




excy duo j 


Cart Mo 
OCVj. IN L/ • 


?61 QS 


LvVJIil LLj XU 


1 ^fi45 5 1 R1 040 


5 * -most EST 


smc700745808 hi 


Method 


BLASTX 


NCBI GI 


g3820531 


BLAST score 


376 


E valnp 

1—1 V U. -J- 


7 . Oe-36 


Msl'r'h 1 PTirr'hVi 

lla LUU XCLl\JL.ll 


134 


% identity 


54 


NCBI Description 


(AF072736) beta-glucosidase [ 


O C L^ • IN \J * 


?6196 


OvJ.LlL.XLj XL/ 


1 "3647? 1 P1 040 


•J 1ULJO U Hi O 1 


hrw701 77fi04 1 Q hi 


OC^i IN (J * 


?fi1 97 

^. Lf X ^ / 


Print- 1 rr Tfl 

LvLJll L. X LJ XL/ 


1 ^6480 1 PI 040 


5 1 -most EST 


nci700¥75335.hl 


Method 


BLASTN 


NCBI GI 


g3873174 


BLAST score 


32 


E value 


1.0e-08 


Match length 


146 


% identity 


84 



NCBI Description Genomic sequence for Arabidopsis thaliana BAC F14N23, 



4098 



complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26198 

136500J..R1040 

ncj700978962.hl 

BLASTN 

g4140025 

212 

1.0e-115 

417 
90 

Vigna mungo UF3GaT mRNA for flavonoid 3-0-galactosyl 
transferase, complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26199 

136508JL.R1040 

uC-gmflminsoy014e02bl 

BLASTX 

g2262115 

305 

2.0e-27 

192 

31 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26200 

136531_1.R1040 

rca700999611.hl 

BLASTX 

g2126855 

178 

7.0e-13 

153 

31 

DNA polymerase I 



Bacillus stearothermophilus >gi_806281 



(L42111) DNA polymerase I [Bacillus stearothermophilus] 



Seq. No. 
Contig ID 
5 '-most EST 



26201 

136532_1.R1040 
ncj700980605.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26202 

136539_1.R1040 
ncj700975451.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26203 

136545_1.R1040 

uC-gmflminsoy028c08bl 

BLASTX 

g4185599 

195 

6.0e-15 

117 
37 

(AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 
trif lora] 



4099 



(!) 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



(FEY) [Arabidopsis thaliana] 



26204 

136546JL.R1040 
jC-gmfl02220063d04al 

26205 

136547_1.R1040 
ncj700975465.hl 

26206 

136570_1.R1040 
ncj700975519.hl 

26207 

136593_1.R1040 

wrg700787273.h2 

BLASTX 

g4469027 

262 

5.0e-23 

66 

71 

(AL035602) forever young gene 
26208 

136608_1.R1040 
ncj700975585.hl 



26209 

136619JL.R1040 

ncj700975602.hl 

BLASTX 

g2262171 

226 

2.0e-18 

115 
45 

(AC002329) putative RNA/ssDNA-binding protein [Arabidopsis 
thaliana] 

26210 

136619_2.R1040 

uC-gmrominsoyl45h06bl 

BLASTX 

g2262172 

404 

5.0e-40 

186 

55 

(AC002329) predicted protein of unknown function 
[Arabidopsis thaliana] 

26211 

136627_1.R1040 
ncj700975614.hl 

26212 

136643 1.R1040 



4100 



(1 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xpa700794387.hl 

BLASTX 

g2529685 

644 

2.0e-67 

150 

80 

(AC002535) putative dimethyl adenosine transferase 
[Arabidopsis thaliana] 

26213 

136668JL.R1040 

jC-gmfl02220063f03dl 

BLASTX 

g2880042 

273 

6.0e-24 

79 
61 

(AC002340) putative 3-hydroxyisobutyryl -coenzyme A 
hydrolase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26214 

136670_2.R1040 
rca700997758.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



26215 

136688JL.R1040 

uC-gmropic087c03bl 

BLASTX 

g2129955 

199 

1.0e-15 

55 

67 

photoassimilate-responsive protein PAR-lb precursor - 
common tobacco >gi_871487_emb_CAA58731_ (X83851) mRNA 
inducible by sucrose and salicylic acid expressed in 
sugar-accumulating tobacco plants [Nicotiana tabacum] 

26216 

136690JL.R1040 
ncj700975715.hl 

26217 

136696_1.R1040 
ncj700975723.hl 

26218 

136710_1.R1040 
kmv700741711.hl 



Seq. No. 

Contig ID 
5 '-most EST 



26219 

136716JLR1040 
ncj700975761.hl 



Seq. No. 



26220 



4101 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136729_1.R1040 
zsg701123246.hl 

26221 

136742_1.R1040 

ncj700975805.hl 

BLASTX 

g2864614 

361 

2.0e-34 

116 

57 

(AL021811) putative protein [Arabidopsis thaliana] 
26222 

136748_1.R1040 

g4302457 

BLASTX 

g3386609 

271 

2.0e-23 

172 

47 

(AC004665) putative DNA-binding protein [Arabidopsis 
thaliana] 

26223 

136758_1.R1040 

uC-gmrominsoy07 Igllbl 

BLASTX 

g4567303 

392 

9.0e-38 

81 

83 

(AC005956) unknown protein [Arabidopsis thaliana] 
26224 

136777_1.R1040 

asn701141013.hl 

BLASTX 

g4580395 

132 

3.0e-13 

84 

52 

(AC007171) putative kinesin-related protein [Arabidopsis 
thaliana] 



Seq, No. 
Contig ID 
5 T -most EST 

Seq, No. 
Contig ID 
5' -most EST 



26225 

1367 90JL.R1040 
ncj700975914.hl 

26226 

136793JL.R1040 
ncj700978696.hl 



4102 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



26227 

136793_2.R1040 
ncj700979468.hl 

26228 

136808_1.R1Q40 

zhf700956972.hl 

BLASTX 

g3135273 

428 

3.0e-42 

127 

61 

(AC003058) hypothetical protein [Arabidopsis thaliana] 
>gi_4191773 (AC005917) putative WD-40 repeat protein 
[Arabidopsis thaliana] 

26229 

136815JL.R1040 

vzy700752479.hl 

BLASTX 

g320585 

450 

1.0e-44 

138 

58 

polygalacturonase (EC 3.2.1.15) 1 beta chain precursor - 
tomato >gi_170480 (M98466) polygalacturonase isoenzyme 1 
beta subunit [Lycopersicon esculentum] >gi_1762586 (U63374) 
polygalacturonase isoenzyme 1 beta subunit [Lycopersicon 
esculentum] 

26230 

136821JL.R1040 
ncj700976007.hl 

26231 

136852JL.R1040 
leu701149191.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



26232 

136856JL.R1040 

ncj700976137.hl 

BLASTX 

g3065835 

492 

6.0e-50 

108 

84 

(AF058800) putative methyltransf erase [Arabidopsis 
thaliana] 

26233 

136866_1.R1040 
uC-gmflminsoy040a02bl 



Seq. No. 



26234 



4103 



Contig ID 
5' -most EST 



136879J..R1040 
bth700846149.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



26235 

136884_1*R1040 

zzp700830287.hl 

BLASTX 

g3063471 

357 

6.0e-34 

123 

56 

(AC003981) F22013.33 [Arabidopsis thaliana] 
26236 

136903JLR1Q40 
ncj700976415.hl 

26237 

136947_1.R1040 

jex700907988.hl 

BLASTN 

g3894098 

285 

1.0e-159 

809 

86 

Pisum sativum mRNA for protein encoded by MCM3 gene, 
partial 

26238 

137008_1.R1040 

ncj700976718.hl 

BLASTX 

g2252840 

155 

1.0e-10 

64 

45 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

26239 

137009_1.R1040 

dpv701097153.hl 

BLASTX 

g3249066 

387 

2.0e-37 

130 

64 

{AC004473) 
gb_984964 



Similar to S. cerevisiae SIK1P protein 
ESTs gb_F15433 and gb_AA395158 come from this 



gene. [Arabidopsis thaliana] 
26240 

137019 1.R1040 



4104 



5 T -most EST 



ncj700976735.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26241 

137024JL.R1040 

ncj700980607.hl 

BLASTX 

g464365 

194 

4>0e-15 

54 

63 

PEROXIDASE P7 >gi_66306_pir 0PNB7 peroxidase (EC 1, 

- turnip 



11.1.7) 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26242 

137027JL.R1040 

ncj700976748.hl 

BLASTX 

g4220445 

166 

1.0e-ll 

124 

6 

(AC006216) Similar to gi_3004555 F19F24.14 salt inducible 
protein homolog from Arabidopsis thaliana BAC gb_AC003673. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26243 

137035JL.R1040 

fua701037758.hl 

BLASTX 

g3242721 

288 

7.0e-26 

84 

68 

(AC003040) putative acetone-cyanohydrin lyase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26244 

137082JL.R1040 

ncj700980969.hl 

BLASTX 

g3402684 

237 

6.0e-20 

127 

39 

(AC004697) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



26245 

137088JL.R1040 

ncj700976860.hl 

BLASTN 

gl370143 

77 

2.0e-35 



4105 



Match length 179 
% identity 91 

NCBI Description L.japonicus mRNA for small GTP-binding protein, RAB11B 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



26246 

137098_1.R1040 

uC-gmropic033g02bl 

BLASTX 

gl669655 

263 

1.0e-22 

113 

50 

(X95962) CER3 [Arabidopsis thaliana] 
26247 

137108_1.R1040 
vzy700752796.hl 

26248 

137125JL.R1040 
ncj700976924.hl 

26249 

137148_1.R1040 

ncj700976970.hl 

BLASTX 

g4454033 

284 

1.0e-25 

97 

48 

(AL035394) putative potassium transport protein 
[Arabidopsis thaliana] 

26250 

137173JL.R1040 

txt700735556.hl 

BLASTX 

g3157949 

302 

3.0e-27 

94 

66 

(AC002131) Similar to glucan endo-1, 3-beta-D-glucosidase 
precursor gb_Z28697 from Nicotiana tabacum. ESTs gb_Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thaliana] 

26251 

137186_1.R1040 
ncj700977123.hl 

26252 

137188_1.R1040 

fC-gmfl700903880al 

BLASTX 

g3688600 



4106 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2672 
0.0e+00 
610 
76 

(AB009030) beta-Amyrin Synthase [Panax ginseng] 
26253 

137192JL.R1040 

jC-gmst02400069g05al 

BLASTX 

g2499005 

202 

1.0e-15 

109 

42 

4-METHYL-5 (B-HYDROXYETHYL) -THIAZOLE MONOPHOSPHATE 
BIOSYNTHESIS ENZYME >gi_1100872 (U34923) ThiJ [Escherichia 
coli] >gi_1773108 (U82664) 

4-methyl-5 (b-hydroxyethyl) -thiazole monophosphate 
biosynthesis protein [Escherichia coli] >gi_1786626 
(AE000148) 4-methyl-5 (beta-hydroxyethyl) -thiazole 
monophosphate synthesis [Escherichia coli] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



26254 

137221JL.R1040 
ncj700977219.hl 

26255 

137222_1.R1040 
ncj700977222.hl 

26256 

137246_1.R1040 

uC-gmrominsoy220d06bl 

BLASTX 

g3096947 

186 

8.0e-30 

117 

54 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

26257 

137248_1.R1040 

fde700874237.hl 

BLASTX 

g4309731 

313 

5.0e-29 

97 

62 

(AC006439) hypothetical protein [Arabidopsis thaliana] 
26258 

137259JL.R1040 
uC-gmrominsoyl94bl2bl 



4107 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ft 



BLASTX 

g4432863 

606 

2.0e-73 

200 

73 

(AC006300) putative phosphate /phosphoenolpyruvate 
translocator protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq* No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



26259 

137268_1.R1040 
ncj700977293.hl 

26260 

137291_1.R1040 

jC-gmfl02220073g03al 

BLASTX 

g2245039 

185 

1.0e-13 

97 

49 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
26261 

137291_2.R1040 

kll701208291.hl 

BLASTX 

g2245039 

160 

9.0e-ll 

73 

51 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
26262 

137291_3.R1040 
fde700873901.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



26263 

137314JL.R1040 
ncj700977374.hl 

26264 

137325__1.R1040 
ncj700983016.hl 

26265 

137365JL.R1040 
asn701138469.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



26266 

137378__1.R1040 

kll701211957.hl 

BLASTX 

g3582436 

487 



4108 



€1 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 



5.0e-49 
145 

61 , 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 

26267 

137378_2. R1040 

jC-gmle01810012d02al 

BLASTX 

g3582436 

295 

8.0e-45 

145 
61 

(AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 
26268 

137401JL.R1040 

uC-gmflminsoy030c07bl 

BLASTX 

g3482920 

188 

4.0e-14 

112 

43 

(AC003970) Hypothetical protein [Arabidopsis thaliana] 
26269 

137408J..R1040 
ncj700977523.hl 

26270 

137415_1.R1040 

zzp700832246.hl 

BLASTX 

g3168840 

147 

3.0e-09 

63 

41 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 
26271 

137418J..R1040 

fua701038626.hl 

BLASTX 

g4455300 

307 

6.0e-53 

156 

64 

(AL035528) putative pectate lyase All (fragment) 
[Arabidopsis thaliana] 

26272 

137418_2.R1040 
jex700905217.hl 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



26273 

137453_1.R1040 
ncj700977616.hl 

26274 

137457_1.R1040 

leu701146856.hl 

BLASTX 

g537317 

1219 

1.0e-134 

335 
74 

(L36157) peroxidase [Medicago sativa] 
26275 

137484_1.R1040 
ncj700977666.hl 

26276 

137486JL.R1040 

ncj700977668.hl 

BLASTX 

g4240207 

231 

5.0e-19 

141 

43 

(AB020666) KIAA0859 protein [Homo sapiens] 
26277 

137517_1.R1040 
jC-gmfl02220078h08al 

26278 

137534_1.R1040 

ncj700977745.hl 

BLASTX 

g2827528 

200 

8.0e-16 

67 
54 

(AL021633) predicted protein [Arabidopsis thaliana] 
26279 

137549_1.R1040 
jC-gmfl02220079b03dl 

26280 

137574_1.R1040 
ncj700977809.hl 

26281 

137576_1.R1040 
zzp700830316.hl 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



[Lycopersicon pimpine Hi folium] 



26282 

137581JL.R1040 

ncj700977821.hl 

BLASTX 

gll84077 

215 

2.0e-17 

109 

2 

(U42445) Cf-2.2 
26283 

137593JL.R1040 
ncj700977844.hl 



26284 

137610J..R1040 

vzy700755310.hl 

BLASTX 

g4567095 

290 

4.0e-26 

80 

64 

(AF12 9516) fertilization-independent endosperm protein 
[Arabidopsis thaliana] 

26285 

137621JL. R1040 
smc700746759.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



26286 

137632_1.R1G40 

kmv700738119.hl 

BLASTX 

g3451463 

246 

9.0e-21 

128 

41 

(AL03134 9) hypothetical protein [Schizosaccharomyces pombe] 
26287 

137634_1.R1040 
uC-gmflminsoy078b08bl 

26288 

137639_1.R1G40 
ncj700977918.hl 

26289 

137647_1.R1040 
ncj700977927.hl 

26290 

137667 1.R1040 
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5' -most EST 



© 



ncj700977960.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26291 

137676_1.R1040 

gsv701051166.hl 

BLASTX 

g2499931 

724 

1.0e-76 

183 
77 

ADENINE PHOSPHORIBOSYLTRANSFERASE 2 (APRT) 

>gi_2129534_pir S71272 adenine phosphoribosyltransf erase 

(EC~2.4.2.7) - Arabidopsis thaliana 
>gi_1321681_emb_CAA65609_ (X968 66) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



26292 

137677JL.R1040 
ncj700986622.hl 



Seq. No. 
Contig ID 
5' -most EST 



26293 

137695JL.R1040 
jex700905884.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26294 

137703JL.R1040 

ncj700978013.hl 

BLASTN 

g2695860 

67 

2.0e-29 

146 

90 

Pi sum sativum mRNA for 

3-deoxy-D-manno-2-octulosonate-8-phosphate synthase, clone 
pPS40 



Seq. No. 
Contig ID 
5 '-most EST 



26295 

137707_1.R1040 
ncj700978019.hl 



Seq. No. 
Contig ID 
5' -most EST 



26296 

137726JL.R1040 
pxt700942557.hl 



Seq. No. 

Contig ID 
5' -most EST 



26297 

137729_1.R1040 
jsh701063755.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



26298 

137797_1.R1040 

pcp700992060.hl 

BLASTX 

g2062171 

166 

8.0e-12 
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fl 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 
45 

(AC001645) DNA binding protein 
[Arabidopsis thaliana] 



(CDC27SH) isolog 



26299 

137846JUR1040 

vzy700750680.hl 

BLASTX 

g3287683 

243 

9,0e-21 

110 

19 

(AC003979) Similar to apoptosis protein MA-3 gb_D50465 from 
Mus musculus. [Arabidopsis thaliana] 

26300 

137855J..R1040 

rlr700895922.hl 

BLASTX 

g3080385 

179 

7.0e-13 

92 

43 

(AL022603) serine/threonine protein kinase [Arabidopsis 
thaliana] >gi_3402760_emb_CAA20206. 1_ (AL031187) 
serine/threonine kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26301 

137861JL.R1040 
asn701142772.hl 



Seq. No. 
Contig ID 
5" -most EST 



26302 

137874_1.R1040 
leu701146878.hl 



Seq. No. 
Contig ID 
5' -most EST 



26303 

137874_2.R1040 
leu701155970.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26304 

137916JL.R1040 

ncj700978354.hl 

BLASTX 

g417570 

388 

1.0e-58 

141 

87 

DI H YDROOROT ATE DEHYDROGENASE PRECURSOR (DIHYDROOROTATE 

OXIDASE) (DHODEHASE) >gi_478676_pir S23762 dihydroorotate 

oxidase (EC 1.3.3.1) - Arabidopsis thaliana 
>gi_l 64 4 9_emb_CAA4 4 695_ (X62909) dihydroorotate 
dehydrogenase [Arabidopsis thaliana] 



4113 



CI 



Seq. No. 

Contig ID 
5' -most EST 



26305 

137917JL.R1040 
zhf700955804.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26306 

137924_1.R1040 

zhf700964637.hl 

BLASTX 

gl084334 

348 

7.0e-33 

81 

80 

calcium-dependent protein kinase (EC 2.7.1.-) 1 - 
Arabidopsis thaliana >gi_604880_dbj_BAA04829_ (D21805) 
calcium-dependent protein kinase [Arabidopsis thaliana] 

26307 

137933JL.R1040 
ncj700978380.hl 

26308 

137950JL.R1040 

ncj700978404.hl 

BLASTX 

g2462825 

234 

1.0e-26 

73 

85 

(AF000657) contains Procite 1 RNP1 T putative RNA-binding 
region [Arabidopsis thaliana] 

26309 

137955JL.R1040 

fde700874521.hl 

BLASTX 

g4204793 

588 

6.0e-84 

273 

31 

(U52079) P-glycoprotein [Solanum tuberosum] 
26310 

137960_1.R1040 

uC-gmrominsoy205f 03bl 

BLASTN 

g3821780 

34 

2.0e-09 

34 

59 

Xenopus laevis cDNA clone 27A6-1 



Seq. No. 



26311 
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© 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



137966JL.R1040 
zzp700833230.hl 

26312 

138009_1.R1040 

pxt700945573.hl 

BLASTX 

g3341694 

342 

2.0e-32 

86 

79 

(AC003672) PREG-like protein [Arabidopsis thaliana] 
26313 

138015JL.R1040 
ncj700978509.hl 

26314 

138016_1.R1040 
ncj700978510.hl 

26315 

138038JL.R1040 

jC-gmst02400006b07dl 

BLASTX 

g4539314 

146 

4.0e-09 

56 

55 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
26316 

138053_1.R1040 

zhf700964503.hl 

BLASTX 

g4539010 

310 

1.0e-28 

104 

48 

(AL049481) putative DNA-directed RNA polymerase 
[Arabidopsis thaliana] 

26317 

138Q65_1.R1040 
epx701104375.hl 

26318 

138075_1.R1040 

ncj700978611.hl 

BLASTX 

gl086833 

191 

2.0e-14 
91 



4115 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



41 

(U41264) coded for by C. elegans cDNA CEESN26F; coded for 
by C. elegans cDNA CEESI89F; similar to 60S acidic 
ribosomal protein Po (L10) [Caenorhabditis elegans] 

26319 

138105_1.R1040 

pxt700941695.hl 

BLASTX 

g4558556 

155 

1.0e-22 

101 
60 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

26320 

138118JL.R1040 
ncj700978667.hl 

26321 

138121_1.R1040 

ncj700978672.hl 

BLASTX 

gl685005 

516 

4.0e-52 

273 

36 

(U32644) immediate-early salicylate-induced 
glucosyltransferase [Nicotiana tabacum] 

26322 

138143JL.R1040 
uC-gmropic091e02bl 

26323 

138149_1.R1040 

sat701010327.hl 

BLASTX 

g4063744 

149 

9.0e-10 

58 

55 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
26324 

138180JL.R1040 

ncj700978777.hl 

BLASTX 

g2494905 

210 

1.0e-16 

157 

35 
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NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



MICROTUBULE-ASSOCIATED PROTEIN YTM1 >gi_2132107_pir S67174 

hypothetical protein YOR272w - yeast (Sac char omyces 
cerevisiae) >gi_1279699_emb_CAA61778_ (X89633) hypothetical 
protein [Saccharomyces cerevisiae] 
>gi_1420610_emb_CAA99497_ (Z75180) ORF YOR272w 
[Saccharomyces cerevisiae] >gi_1928989 (U92821) 
microtubule-associated protein [Saccharomyces cerevisiae] 

26325 

138189_1.R1040 

zhf700963468.hl 

BLASTX 

g3157941 

151 

1.0e-09 

47 

53 

(AC002131) Contains similarity to hypothetical protein 
gb U95973 from A. thaliana. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26326 

138197JL.R1040 
rry700808448.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26327 

138202JL.R1040 
uC-gmropic021allbl 



Seq. No. 
Contig ID 
5' -most EST 



26328 

138204JL.R1040 
epx701108921.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26329 

138222JL.R1040 

zhf700959203.hl 

BLASTX 

g2285885 

542 

2.0e-55 

139 

73 

(D89631) sulfate transporter [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26330 

138224_1.R1040 

uC-gmropic025f07bl 

BLASTX 

gl362017 

328 

1.0e-30 

113 
66 

zinc finger protein 4 



Arabidopsis thaliana >gi_79067 9 



(L39647) zinc finger protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



26331 

138230 2.R1040 
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5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



uC-gmropic012b05bl 
26332 

138230_3.R1040 
pmv700892280.hl 

26333 

138269JL.R1040 

uC-gmflminsoy042el0bl 

BLASTX 

g2462831 

200 

2.0e-15 

78 
62 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
26334 

138276_1.R1040 
jC-gmle01810062e01al 

26335 

138291JL.R1040 
ncj700978978.hl 

26336 

138313JL.R1040 
epx701107330.hl 

26337 

138314_1.R1040 
rca701000761.hl 

26338 

138324JL.R1040 

jC-gmst02400053alldl 

BLASTX 

g2145356 

246 

6.0e-21 

56 
77 

(Y11122) HD-Zip protein [Arabidopsis thaliana] >gi_3132474 
(AC003096) homeobox protein, ATHB-14 [Arabidopsis thaliana] 

26339 

138333JL.R1040 
ncj700979044.hl 

26340 

138341_1.R1040 

jC-gmst02400063hl2al 

BLASTN 

g2352083 

134 

4.0e-69 
410 
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% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(SIK1) mRNA, 



Arabidopsis thaliana serine/threonine kinase 
complete cds 

26341 

138373_1.R1040 
gsv701044663.hl 



26342 

138400_1.R1040 

kll701208735.hl 

BLASTX 

g4580397 

177 

4.0e-13 

98 

42 

(AC007171) putative RNA helicase [Arabidopsis thaliana] 
26343 

138456JL.R1040 

ncj700979345.hl 

BLASTX 

g4544460 

280 

1.0e-24 

146 

39 

(AC006592) putative reverse transcriptase [Arabidopsis 
thaliana] 



Seq. No. 


26344 


Contig ID 


138462 1.R1040 


5 '-most EST 


wrg700787528.hl 


Method 


BLASTX 


NCBI GI 


gl076274 


BLAST score 


357 


E value 


9.0e-34 


Match length 


143 


% identity 


49 


NCBI Description 


cucumisin (EC 3.4.21 


Seq. No. 


26345 


Contig ID 


138471 1.R1040 


5' -most EST 


ncj700987631.hl 


Method 


BLASTX 


NCBI GI 


g4454043 


BLAST score 


167 


E value 


6.0e-12 


Match length 


54 


% identity 


56 


NCBI Description 


(AL035394) putative 


Seq. No. 


26346 


Contig ID 


138475 1.R1040 


5 '-most EST 


jC-gmro02910034f08al 



muskmelon ( fragment ) 



4119 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -mo st EST 



26347 

138477JL.R1040 
eep700866060.hl 

26348 

138510JL.R1040 

eep700864728.hl 

BLASTX 

g2191136 

225 

1.0e-18 

91 

52 

(AF007269) Similar to UTP-Glucose Glucosyltransf eraser- 
coded for by A. thaliana cDNA T46230; coded for by A* 
thaliana cDNA H7 6538; coded for by A. thaliana cDNA H76290 
[Arabidopsis thaliana] 

26349 

138513_1.R1040 
pcp700990402.hl 

26350 

138514_1.R1040 
leu701149785.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



26351 

138518JL.R1040 
jC-gmfl02220138d02al 

26352 

138546__1.R1040 

zhf700964179.hl 

BLASTX 

g4056506 

166 

7.0e-12 

62 

50 

(AC005896) nodulin-like protein [Arabidopsis thaliana] 
26353 

138554J..R1040 

ncj700982030.hl 

BLASTN 

g2304954 

41 

7.0e-14 

101 

95 

Glycine max aluminum induced sali5-4a mRNA, complete cds 
26354 

138558_1.R1040 
zpv700761529.hl 
BLASTX 
g4160300 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



168 

8.0e-12 

78 
46 

(AJ011893) cyclin D3.1 protein [Nicotiana tabacum] 
26355 

138573JL.R1040 

ncj700979537.h2 

BLASTX 

gl617268 

294 

5.0e-27 

88 

66 

(Z72153) acyl CoA synthetase [Brassica napus] 
26356 

138587_1.R1040 

ncj700980527.hl 

BLASTX 

g2244891 

168 

5.0e-12 

73 

51 

(Z97338) strong similarity to cytochrome P450 [Arabidopsis 
thaliana] 

26357 

138607_1.R1040 
ncj700979629.h2 

26358 

138607_2.R1040 
sat701002872.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26359 

138609JL.R1040 
awf700842139.hl 

26360 

138609_2.R1040 
asn701138345.hl 

26361 

138611_1.R1040 

pxt700944838.hl 

BLASTX 

g4539386 

367 

2.0e-35 

86 

57 

(AL035526) extensin-like protein [Arabidopsis thalxana] 



Seq. No. 



26362 
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Contig ID 


138616_1.R1040 


5 '-most EST 


nc3700979642.h2 


Seq. No. 


26363 


Contig ID 


138629JL.R1040 


5 '-most EST 


jC-graf 102220 115d06al 


Seq. No. 


26364 


Contig ID 


138652 1.R1040 


5' -most EST 


dpv701100659.hl 


Seq. No. 


26365 


Contig ID 


138675J..R1040 


5 '-most EST 


hrw701056979.hl 


Seq. No. 


26366 


Contig ID 


138675 2.R1040 


5 '-most EST 


wrg700786026.h2 


Seq. No. 


26367 


Contig ID 


138692 1.R1040 


5' -most EST 


ncj700979777.h2 


Seq. No. 


26368 


Contig ID 


138721 1.R1040 


5 '-most EST 


jC-gmle01810064gllal 


Method 


BLASTX 


NCBI GI 


g2529686 


BLAST score 


473 


E value 


2.0e-54 


Match length 


125 


% identity 


78 


NCBI Description 


(AC002535) putative 




partial [Arabidopsis 


Seq. No. 


26369 


Contig ID 


138724 1.R1040 


5 '-most EST 


ncj700979845.h2 


Method 


BLASTX 


NCBI GI 


g4539459 


BLAST score 


400 


E value 


4.0e-39 


Match length 


106 


% identity 


68 


NCBI Description 


(AL04 9500 ) putative 


Seq. No. 


26370 


Contig ID 


138756 1.R1040 


5 ' -most EST 


pxt700943842.hl 


Method 


BLASTX 


NCBI GI 


gll70409 


BLAST score 


369 


E value 


1.0e-35 


Match length 


93 


% identity 


76 



NCBI Description 



HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 2 2 (HD-ZIP PROTEIN 22) 
>gi_549887 (U09336) homeobox protein [Arabidopsis thaliana] 



4122 



>gi 549888 (U09337) homeobox protein [Arabidopsis thaliana] 
>gi~4490724_emb_CAB38 927.1_ (AL035709) homeobox protein 
HAT22 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26371 

138767_1.R1040 

g4396113 

BLASTX 

g3402704 

547 

7.0e-56 

187 

63 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
26372 

138794JL.R1040 

ncj700980025.hl 

BLASTN 

g2264314 

33 

7.0e-09 

105 

83 

Arabidopsis thaliana genomic DNA, chromosome 5 f PI clone: 
MQK4 , complete sequence [Arabidopsis thaliana] 

26373 

138812_1.R1040 

ncj700980082.hl 

BLASTX 

g3123130 

208 

4.0e-29 

108 
45 

HYPOTHETICAL 61.8 KD TRP-ASP REPEATS CONTAINING PROTEIN 
T32G6.2 IN CHROMOSOME II >gi_2618685 (AC002510) putative 
small nuclear ribonucleoprotein Prp4p [Arabidopsis 
thaliana] >gi_3241948 (AC004625) putative small nuclear 
ribonucleoprotein Prp4p [Arabidopsis thaliana] 

26374 

138816JL.R1040 
epx701104215.hl 

26375 

138821_1.R1040 

ncj700980106.hl 

BLASTX 

g2501491 

169 

2.0e-12 

81 

43 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE 1 (UDP-GLUCOSE FLAVONOID 
3-O-GLUCOSYLTRANSFERASE 1} >gi_542014_pir S41950 
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# 



UTP-glucose glucosyltransferase - cassava 
>gi_453246_emb_CAA54 60 9_ (X77459) UTP-glucose 
glucosyltransferase [Manihot esculenta] 



l_J ^ * IX • 


26376 


Contig ID 


138852_1.R1040 


5' -most EST 


ncj7G0980211.hl 


Method 


BLASTX 


NCBI GI 


g4185599 


BLAST score 


199 


J_J V axu^ 


1.0e-15 


Match length 


89 


% i dpnt itv 


46 


NCBI Description 


(AB010708) Anthocyanin 5-aromatic acyltransf erase [Gentiana 




trif lora] 


Seq. No. 


26377 


Contig ID 


138853 1.R1040 


5 1 -most EST 


leu701153701.hl 


Method. 


BLASTX 


NCBI GI 


g2580584 


BLAST score 


412 


E value 


2.0e-40 


Match lenath 


133 


% identity 


62 


NCBI Description 


(AF000976) 7-0-methyltransferase [Medicago sativa] 




26378 


Contig ID 


138867 1.R1040 


5 '-most EST 


ncj700980250.hl 


Seq. No. 


26379 


Contig ID 


138914 1.R1040 


5 '-most EST 


ncj700980359.hl 


Sea No. 


26380 


Contia ID 


138972 1.R1040 


S r -Tnoqf- EST 


uC-gmrominsoy2 4 lgl lbl 


Qprr 

O G VJ . IN Vw/ . 


26381 


Pont" in TD 


138975 1.R1040 


5 1 -most EST 


smc700748186.hl 


Seq. No. 


26382 


Contig ID 


138988 1.R1040 


5' -most EST 


ncj700980503.hl 




BLASTX 


NCBI GI 


g4454043 


BLAST score 


568 


E value 


1.0e-58 


Match length 


140 


% identity 


74 


NCBI Description 


(AL035394) putative receptor kinase [Arabidopsis thaliana] 


Seq. No. 


26383 


Contig ID 


138992 1.R1040 


5 1 -most EST 


ncj700983574.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



BLASTX 

g4455192 

359 

9.0e-50 

168 

65 

(AL035440) 



putative protein [Arabidopsis thaliana] 



26384 

139000__1.R1040 

pmv700889384.hl 

BLASTX 

g3522938 

345 

3.0e-32 

187 

43 

(AC004411) unknown protein [Arabidopsis thaliana] 
26385 

139001_1.R1040 

fC-gmro700074 6535dl 

BLASTX 

g3860250 

576 

3.0e-59 

213 

88 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

26386 

139009_1.R1040 

bth700847360.hl 

BLASTX 

g2494736 

259 

3.0e-22 

125 

44 

GLUCOSE INHIBITED DIVISION PROTEIN A 

>gi_1001595_dbj_BAA10223_ (D64000) glucose inhibited 
division protein A [Synechocystis sp.] 

26387 

139017_1.R1040 

jC-gmro02910012d03dl 

BLASTX 

g3834323 

283 

3.0e-25 

87 

60 

(AC005679) F9K20.25 [Arabidopsis thaliana] 
26388 

139024 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



pmv700890942.hl 

BLASTX 

g2244898 

256 

3.0e-22 

111 

47 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

26389 

139027JL.R1040 

zsg701127504.hl 

BLASTX 

gl076821 

489 

3.0e-49 

135 

70 

probable l-acyl-glycerol-3-phosphate acyltransf erase - 
maize >gi_575960_emb_CAA82 638__ (Z29518) 

l-acyl-glycerol-3-phosphate acyltransf erase (putative) [Zea 
mays] 

26390 

139045_1.R1040 
ncj700980593.hl 

26391 

139100_1.R1040 
jC-gmfl02220138c04al 

26392 

139100_2.R1040 
ncj700980690.hl 

26393 

139104 J.. R1040 

ncj700980695.hl 

BLASTX 

g2244839 

304 

7.0e-32 

131 

21 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
26394 

139106J..R1040 
ncj700980706.hl 

26395 

139114_1.R1040 
txt700736867.hl 

26396 

139186 1.R1040 



4126 



5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



ncj700980850.hl 
26397 

139194_1.R1040 
jsh701064920.hl 

26398 

139195JL.R1040 
epx701104057.hl 

26399 

139204_2.R1040 

ncj700986459.hl 

BLASTX 

g3201554 

202 

5.0e-18 

103 
50 

(AJ006501) beta-D-glucosidase 



[Tropaeolum ma jus] 



26400 

139207_1.R1040 

g4301925 

BLASTX 

g3063466 

132 

2.0e-16 

82 
56 

(AC003981) F22013.28 [Arabidopsis thaliana] 
26401 

139217JL.R1040 

uC-gmropic065c09bl 

BLASTX 

gll76658 

271 

1.0e-23 

111 

50 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 

26402 

139232_2.R1040 
zhf700952549.hl 

26403 

139267_1.R1040 

pxt700945232.hl 

BLASTX 

g3096919 

576 

2.0e-59 
142 
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# • 



% laenuity 


77 


NCBI Description 


(AL023094) putative serine/threonine protein kinase 




[Arabidopsis thaliana] 


c on KFo 
Octj • In (J • 


26404 


f r\ ti -t - -i rt T P) 


139279 1 R1040 


3 ItlU lb L Hj O l 


nr-i700^80985 hi 


o e q • in o . 




uonuig iu 


1^9286 1 R1040 




ncj700980994 .hi 


lyiennou. 


JD J_LTlO 1 /\. 


NCBI GI 


g3355478 


BLAST score 


163 




3. Oe-11 


jyiar.cn iengun 


Q7 


■5 ia.eiiL.iLy 


41 


IML/Di uescripLion 


farnf)42lft^ hvnorhetical orotein [Arabidopsis thaliana] 


oeq. JNO . 




twOnxiy iu 


1 ^Q?8 9 1 R1 04 0 


J ilLUo L JjO 1 


leu701152205.hl 


Method 


OltrlO 1A 


NCBI GI 


g3603401 


BLAST score 


351 


Hj VaJlUc 




Match length 


111 






NCBI Description 


/arnfl'?'?^^^ pi rmamul -a 1 rnhnl Hphvdrocr^nase fMedicaco sat 


oeq. JNo * 


z oft u / 


Lontig iu 


1 ^Q9Q1 1 Rl 040 


O ILIOS L HjoI 


nP— rrm"F1 tti i rt c ?nvn42r*l lbl 
u.Vw> yinj_ xiiLxiio \J y \j ^± ^ x> xw -1- 


Method 


"RT flQTY 


NCBI GI 


g2651302 


BLAST score 


486 


iL Value 




i v ia.LL»Il XcIiyL.il 


1 41 


% identity 


63 


NCBI Description 


(AC002336) hypothetical protein [Arabidopsis thaliana] 


oeg • IN(J . 


26408 


zoning iu 


1 ^cno? 1 R1040 


D ITIOSL. iiiQ ± 


nr -i 7009^8 1 028 hi 


O y-v VT 

oeg. JNo, 


9^40Q 


uont-ig iu 


1 ^Q^9^ 1 Rl Od 0 


D ILLvJoL. LOl 


nr-i 700^81065 hi 


Method 


iJliriO i A 


NCBI GI 


g4006854 


BLAST score 


238 


TT XT ?i 1 llfa 

1_J V CA-L. V-J- w 


3.0e-20 


Match length 


96 


% identity 


53 


NCBI Description 


(299707) putative protein [Arabidopsis thaliana] 


Seq. No. 


26410 
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Contig ID 
5' -most EST 



139338JL.R1040 
leu701152581.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



26411 

139339_1.R1040 

gsv701055401.hl 

BLASTX 

g3785989 

539 

3.0e-55 

139 

75 

(AC005560) unknown protein [Arabidopsis thaliana] 
26412 

139345JL.R1040 

wrg700788384.hl 

BLASTX 

g629562 

812 

4.0e-87 

172 

87 

sulfate adenylyltransf erase (EC 2.7.7.4) - Arabidopsis 
thaliana >gi_2129743_pir S68024 sulfate 

adenylyltransf erase (EC 2.7.7.4) precursor (clone APS2) - 
Arabidopsis thaliana >gi_487404_emb_CAA55799_ (X79210) 
sulfate adenylyltransferase [Arabidopsis thaliana] 
>gi_1228104 (U06276) ATP sulfurylase [Arabidopsis thaliana] 
>gi_1378028 (U40715) ATP sulfurylase precursor [Arabidopsis 
thaliana] >gi_1575324 (U59737) ATP sulfurylase [Arabidopsis 
thaliana] 

26413 

139346_1.R1040 

uC-gmronoir008f03bl 

BLASTX 

g2828289 

154 

5.0e-10 

59 

51 

(AL021687) hypothetical protein [Arabidopsis thaliana] 
26414 

139346_2.R1040 
zzp700833537.hl 

26415 

139400_1.R1040 

g5126598 

26416 

139404_1.R1040 
ncj700981213.hl 
BLASTX 
gll6923 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



325 

3.0e-30 

118 

57 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 



Seq. No. 
Contig ID 
5' -most EST 



26417 

139409_1.R1040 
jC-gmf!02220146c08al 



Seq. No. 
Contig ID 
5 '-most EST 



26418 

139409_2.R1040 
bth700844803.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26419 

139431_1.R1040 

ncj700985758.hl 

BLASTX 

g4204295 

205 

3.0e-16 

98 
41 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



26420 

139482_1.R1040 
ncj700981336.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26421 

139525JL.R1040 
sat701002827.hl 



Seq. No. 

Contig ID 
5 '-most EST 



26422 

139528_1.R1040 
jC-gmle01810037f03a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26423 

139535_1.R1040 

ncj700981420.hl 

BLASTX 

g3775993 

359 

5.0e-34 

71 

96 

(AJ010460) RNA helicase 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



26424 

139545JL.R1040 
pcp700989648.hl 
BLASTX 
g4469012 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



172 

5.0e-12 

62 
55 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
26425 

139546JL.R1040 

ncj700981436.hl 

BLASTX 

g3201554 

558 

1.0e-83 

228 
66 

(AJ006501) beta-D-glucosidase [Tropaeolum majus] 
26426 

139549JL.R1040 
vzy700752472.hl 

26427 

139560JL.R1040 

zhf700958364.hl 

BLASTN 

g2104674 

89 

2.0e-42 

219 

91 

V.faba mRNA for transcription factor containing bZIP 
26428 

139572_1.R1040 
ncj700981485.hl 

26429 

139578_1.R1040 
ncj700981491.hl 

26430 

139592J..R1040 
uC-gmropic012b06bl 

26431 

139596_1.R1040 
jC-gmle01810010b04al 

26432 

139609_1.R1040 
ncj700981547.hl 

26433 

139610_1.R1040 
jC-gmle01810015a04dl 



Seq. No. 



26434 
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Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



139613_1.R1040 
jC-gmst02400060elOal 

26435 

139635J..R1040 
jC-gmro02910013dl2dl 

26436 

139664_1.R1040 

rlr700896745.hl 

BLASTX 



NPRT GT 

IN \s LJ S. vJ -L 


g3193288 


BLAST score 


177 


E value 


6.0e-13 


M^1~ph 1 pnt7+*h 

lid LL>11 J- "3 1 L-ll 


112 


3; n rlprif -j +" V 
0 _L UC1 J. U -L y 


44 


NCBI Description 


(AF069298) similar to bacterial s 




[Arabidopsis thaliana] 




26437 


font" i rr T n 


139665 1.R1040 


3 XUUo L Ltd 1 


nr-i700"988637 hi 




BLASTX 




a3819099 


XDjjiio 1 SCOIc 


_/ J. 


il> value 


3 Oe-53 


L v ict Lv-.il -Ldiy (-11 


138 


% identity 


70 


NCBI Description 


(AJ009825) copper amine oxidase 


O t5 • Vi vJ • 


26438 


Contig ID 


139672 1.R1040 


5' -most EST 


gsv701055318.hl 


Q /-> y-r Vfr> 

osq. iN o • 






139685 1 R1040 


0 -HlOSu rjol 


yiLli. L>lll-LliC3 \Jy -L -L X11U 


Ti/T/-. 4- Vi /"^ 




NLdI bi 


yioi / oft"! 


"DT ACT o^^v*^ 

JdJjAoi score 


1 RQ 


K valus 

J_l V <— <t JL IfA w 


3.0e-14 


Match length 


85 


% identity 


44 


NCBI Description 


(D83025) proline oxidase precurs 


Seq. No. 


26440 


Contig ID 


139690 1.R1040 


5 '-most EST 


gsv701051537.hl 


Seq. No. 


26441 


Contig ID 


139700JL.R1040 


5' -most EST 


uC-gmrominsoyl67bl0bl 


Method 


BLASTX 


NCBI GI 


g4490342 


BLAST score 


297 


E value 


9.0e-27 


Match length 


160 
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% identity 50 

NCBI Description (AL035656) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



26442 

139701_1.R1040 
leu701150580.hl 

26443 

139717_1.R1040 
ncj700981712.hl 

26444 

139790_1.R1040 

ncj700981842.hl 

BLASTX 

g2980806 

145 

3.0e-09 

36 

69 

(AL022197) putative protein [Arabidopsis thaliana] 
26445 

139808_1.R1040 
zpv700759887.hl 

26446 

139809_1.R1040 

hrw701060688.hl 

BLASTX 

g282964 

344 

2.0e-32 

81 

75 

transforming protein (myb) homolog (clone myb.Ph3) - garden 
petunia >gi_20563_emb_CAA78386_ (Z13996) protein 1 [Petunia 
x hybrida] 

26447 

139827JL.R1040 
jC-gmfl02220114e07dl 

26448 

139828JL.R1040 

xpa700792448.hl 

BLASTX 

g4454026 

384 

1.0e-41 

138 
65 

(AL035394) phosphatase like protein [Arabidopsis thaliana] 
26449 

139836JL.R1040 
ncj700981939.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g559505 

128 

1.0e-65 

368 

84 

P.hybrida mRNA for S-adenosylmethionine-synthetase 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26450 

139845J..R1040 

ncj700981952.hl 

BLASTX 

g3335353 

194 

4.0e-15 

78 
47 

(AC004512) Similar to cytochrome P450 gb_X90458 from A. 
thaliana. [Arabidopsis thaliana] 



Seq. No. 


26451 


Contig ID 


loyobl 1.R1U4U 


5' -most EST 


kll70120547 6 .nl 


Method 


BLASTX 


NCBI GI 


— "D C A COO^ 

goo4 dojd 


BLAST score 


392 


E value 


o . ue jo 


Match length 


121 


% identity 


68 


NCBI Description 


(AJ001682) MdMADS9 [Malus domestica] 


Seq. No. 


26452 


Contig ID 


139874 1.R1040 


5 1 -most EST 


dpv701100857.hl 


Method 


BLASTX 


NCBI GI 


gl429226 


BLAST score 


315 


E value 


6.0e-29 


Match length 


96 


% identity 


64 


NCBI Description 


(X98861) TFIIA [Arabidopsis thaliana 


Seq. No. 


26453 


Contig ID 


139889_1.R1040 


5 1 -most EST 


uC-gmrominsoyl08el2bl 


Method 


BLASTX 


NCBI GI 


g2497034 


BLAST score 


177 


E value 


8.0e-13 


Match length 


109 


% identity 


41 


NCBI Description 


HYPOTHETICAL 55.5 KD PROTEIN ZK1128. 



>gi_3 88150 2_emb_CAA8 7 4 2 1_ 
elegans] 



(Z47357) 



2 IN CHROMOSOME III 
ZK1128 . 2 [Caenorhabditis 



Seq. No. 

Contig ID 



26454 

139937 1.R1040 
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5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



fua701040927.hl 
26455 

139941_1.R1040 
gsf700698307.hl 

26456 

139965_1.R1040 

ncj700983310.hl 

BLASTN 

gl217993 

217 

1.0e-119 

413 

88 

Glycine max dynamin-like protein SDL12A mRNA, complete cds 
26457 

139977_1.R1040 
gsv701046585.hl 

26458 

139989_1.R1040 

asn701141023.hl 

BLASTX 

g2880047 

540 

3.0e-57 

181 

69 

(AC002340) hypothetical protein [Arabidopsis thaliana] 
26459 

140018JL.R1040 

kll701205510.hl 

BLASTX 

g3249098 

245 

2.0e-20 

99 

52 

(AC003114) ESTs gb_T04610, gb_N38459, gb_T45174, gb_R30481 
and gb_N64 971 come from this gene. [Arabidopsis thaliana] 

26460 

140025J..R1040 
g5676821 

26461 

140029_1.R1040 
gsv701053383.hl 

26462 

140030_1.R1040 
eep700863841.hl 



Seq. No. 



26463 
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Contig ID 
5' -most EST 



140030_3.R1040 
fde700876315.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



26464 

140033_1.R1040 

uC-gmrominsoy029h05bl 

BLASTX 

g231573 

266 

3.0e-26 

94 

70 

L - AS PARAG I NAS E (L-ASPARAGINE AMIDOHYDROLASE) 

>gi_99970_pir S24757 asparaginase (EC 3.5.1.1) - 

narrow-leaved blue lupine >gi_19135_emb_CAA43099_ (X60691) 
developing seed L-asparaginase [Lupinus angustif olius] 

26465 

140070_1.R1040 
jC-gmro02910019a06al 

26466 

140070_2.R1040 
zsg701123769.hl 

26467 

140072JL.R1040 
ncj700982317.hl 

26468 

140079JL.R1040 
g5677849 

26469 

140091JL.R1040 

ncj700982406.hl 

BLASTX 

g2244831 

174 

4.0e-13 

37 

92 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
26470 

140097_1.R1040 

fC-gmro7000748540rl 

BLASTN 

g392822 

456 

0.0e+00 

464 

100 

Glycine max Williams cellulase gene, partial cds 
26471 

140101 1.R1040 
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5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



g5752519 
26472 

140108JL.R1040 
ncj700982429.hl 

26473 

140109_1.R1040 
ncj700982430.hl 

26474 

140122_1.R1040 
ncj700982460.hl 

26475 

140143_1.R1040 
ncj700982503.hl 

26476 

140178J..R1040 
2hf700961136.hl 



Seq. No. 
Contig ID 
5' -most EST 



26477 

140193_1.R1040 
fua701041857.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



26478 

140251JL.R1040 

ncj700982660.hl 

BLASTN 

g294667 

210 

1.0e-114 

530 

85 

Castor bean chloroplast beta-ketoacyl-ACP synthase (50 
synthase) mRNA, complete cds 



kDa 



26479 

140262_1.R1040 

ncj700982674.hl 

BLASTX 

g4006878 

401 

4.0e-39 

134 

55 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
26480 

140271JL.R1040 
ncj700982684.hl 

26481 

140295J..R1040 
ncj700982722.hl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -mo st EST 
Method 
NCBI GI 
BLAST score 
E value 



26482 

140304JL.R1040 

kmv700739574.hl 

BLASTX 

g2262157 

361 

1.0e-34 

96 
69 

(AC002329) putative ligand-gated ion channel protein 
[Arabidopsis thaliana] 

26483 

140329J..R1040 

ncj700982775.hl 

BLASTX 

g3785977 

233 

1.0e-19 

92 

53 

(AC005560) putative growth regulator protein [Arabidopsis 
thaliana] 

26484 

140330JL.R1040 

leu701156303.hl 

BLASTX 

g629561 

440 

2.0e-43 

217 
41 

SRG1 protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 

26485 

140382_1.R1040 

ncj700982879.hl 

BLASTX 

g3152572 

322 

3.0e-30 

78 

90 

(AC002986) Contains homology to DNAJ heatshock protein 
gb_U32803 from Haemophilus influenzae. [Arabidopsis 
thaliana] 

26486 

140385_1.R1040 

jsh701064350.hl 

BLASTX 

g4006918 

319 

2.0e-29 
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Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



121 
53 

(Z99708] 



peroxidase like protein [Arabidopsis thaliana] 



26487 

140394_1.R1040 
kll701212683.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



26488 

140395JL.R1040 
ncj700982901.hl 

26489 

140399JL.R1040 
jex700907547.hl 

26490 

140416_1.R1040 

ncj700982958.hl 

BLASTX 

g2244833 

263 

7.0e-23 

137 

44 

(Z97337) centromere protein homolog [Arabidopsis thaliana] 
26491 

140421_1.R1040 
ncj700982975.hl 

26492 

140470_1.R1040 
kwa701015680.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



26493 

140493_1.R1040 

ncj700983103.hl 

BLAST N 

g2104523 

35 

3.0e-10 

67 

88 

Arabidopsis thaliana BAC T10M13 from chromosome IV, from 
10.8 cM to 11.6 cM, complete sequence 

26494 

140533JL.R1040 
gsv701046889.hl 

26495 

140543_1.R1040 
g5752614 

26496 

140551 1.R1040 
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5 ' -most EST 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



ncj700983211.hl 
26497 

140556JL.R1040 
bth700849719.hl 

26498 

140559_1.R1040 
ncj700983222.hl 

26499 

140564JL.R1040 
ncj700983234.hl 

26500 

140597_1.R1040 
jC-gmro02800025g08dl 

26501 

140610_1.R1040 

ncj700983319.hl 

BLASTX 

gl723738 

213 

3.0e-17 

104 

20 

HYPOTHETICAL 55.1 KD PROTEIN IN TRX1-RTA1 INTERGENIC REGION 

>gi_2131699_pir S64534 hypothetical protein YGR211w - 

yeast (Saccharomyces cerevisiae) >gi_1323379_emb_CAA97238_ 
(Z72996) ORF YGR211w [Saccharomyces cerevisiae] >gi_35104 66 
(AF019769) zinc finger protein [Saccharomyces cerevisiae] 

26502 

140638_1.R1040 
gsv701047757.hl 

26503 

140665_1.R1040 
ncj700983409.hl 

26504 

140670JL.R1040 

jC-gmst02400063c02al 

BLASTX 

g728483 

915 

5.0e-99 

208 

82 

(L41046) endo-1, 4-beta-glucanase [Pisum sativum] 
26505 

140682_1.R1040 
xpa700793272.hl 
BLASTX 
g2316016 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



425 

4.0e-42 

112 

73 

(U92650) 



MRP-like ABC transporter [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



26506 

140695JL.R1040 

pmv700891626.hl 

BLASTX 

g2244987 

346 

1.0e-32 

156 

45 

(Z97340) similarity to protein kinase - slime mold 
(Dictyostelium) [Arabidopsis thaliana] 

26507 

140696_1.R1040 
jC-gmro02910012bllal 

26508 

140697JL.R1040 
jC-gmro02910019b04dl 

26509 

140706_1.R1040 
ncj700983470.hl 

26510 

140729JL.R1040 

zzp700831407.hl 

BLASTX 

g2154997 

421 

4.0e-41 

196 

46 

(Y12503) Man9-mannosidase [Sus scrofa] 
26511 

140748_1.R1040 

cfl700863544.hl 

BLASTX 

g4490937 

245 

8.0e-21 

126 

37 

(AJ132261) hypothetical helicase K12H4.8-like protein [Homo 
sapiens] 

26512 

140752JL.R1040 
jC-gmle01810060e!0al 
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€1 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



26513 

140767_1.R1040 

ncj700983583.hl 

BLASTX 

g224797 

165 

5.0e-17 

64 

70 

urease [Canavalia ensiformis] 
26514 

140777J..R1040 

uC-gmropic009a07bl 

BLASTX 

g3953470 

403 

2.0e-39 

85 

88 

(AC002328) F20N2.15 [Arabidopsis thaliana] 
26515 

140781_1.R1040 
fua701040863.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26516 

140801_1.R1040 
uC-gmronoir073c03bl 

26517 

140809_1.R1040 
ncj700983651.hl 

26518 

140813_1.R1040 

ncj700983655.hl 

BLASTX 

g3128173 

407 

2.0e-57 

121 
90 

(AC004521) hypothetical protein [Arabidopsis thaliana] 
26519 

140828_1.R1040 

kll701212139.hl 

BLASTN 

g3695062 

194 

1.0e-105 

402 

87 

Lotus japonicus rac GTPase activating protein 3 mRNA, 
partial cds 
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Qprr No 


26520 


Cr\T\ +■ i rr T T) 
^uiiuxy x u 


140837 1.R1040 


,J ILlvJoL. i-jul 


-iC-amst02400053al0dl 




26521 


font i a ID 


140844 1.R1040 


5 '-most EST 


zhf700964855.hl 


Ma1~ hoH 


BLASTX 


IN \_>1J X V7X 


g4218120 


BLAST score 


277 


E value 


1.0e-24 


Matoh 1 pncrth 

Lid COll XClly 


61 




82 


L\UD1 UciLI X^J t — LU11 


(AL035353) Proline-rich APG-like protein [Arabidopsis 




+"h?i 1 i ana 1 

L.11QX1 Gill a. J 


QArr No 


26522 


font* t rr T D 


140880 1.R1040 


5 1 -most EST 


asn701136306.hl 


L1C L-ll^VwA 


BLASTX 


NCBI GI 


g4455326 


BLAST score 


675 


F. va 1 nt^ 


4 . 0e-71 




1 71 

X / X 


% identity 


71 


NCBI Description 


(AL035525) putative protein [Arabidopsis thaliana] 




26523 


Contig ID 


140888 1.R1040 


5" -most EST 


ncj700986805.hl 


oecj • LNO . 


Z. U *J Z. rt 


Contig ID 


140902 1.R1040 


5 '-most EST 


pcp700995354.hl 


Qorr No 


26525 




140916 1.R1040 


J ill (JO l_ HiOx 


non 700^)83850 hi 


C ci rr Mo 


26526 


Pnnf i a T V) 

\^KJll t l y xxJ 


140937 1 R1040 


c.i_ m r,q-t- EST 


nci700983884 .hi 


liC LliUU 


BLASTX 


NCBI GI 




olxrio i oCUxc 


•j j j 


E value 


3.0e-66 


Match length 


197 


?! i cie^nt it v 


67 


t\OD± O OX x^ 1 *— -L wll 


(AF005047) transport inhibitor response 1 [Arabidopsi 


thalianal >ai 2352494 (AF005048) transport inhibitor 




rp<;nnnQp 1 FArahi Hnn^i thaliana] 


Seq. No. 


26527 


Contig ID 


140957 1.R1040 


5' -mo st EST 


leu701152930.hl 


Method 


BLASTX 


NCBI GI 


g3785987 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



149 

2.0e-09 

51 

57 

(AC005560) 



hypothetical protein [Arabidopsis thaliana] 



26528 

140957_3.R1040 
kll701206601.hl 

26529 

140961JL.R1040 
ncj700983993.hl 

26530 

140962_1.R1040 
bth700849269.hl 

26531 

140985_1.R1040 

ncj700984068.hl 

BLASTX 

g2443886 

148 

2.0e-09 

89 

34 

(AC002294) Unknown protein [Arabidopsis thaliana] 
26532 

140986_1.R1040 
uC-gmropic025c08bl 

26533 

141007_1.R1040 
ncj700984122.hl 

26534 

141042JL.R1Q40 

ncj700984174.hl 

BLASTX 

gl304227 

362 

3.0e-37 

146 
47 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 

26535 

141047_1.R1040 

ncj700984182.hl 

BLASTX 

g3367537 

470 

5.0e-47 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



132 
64 

(AC004392) Contains similarity to ANK repeat region of 
Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi_485107 
from Caenorhabditis elegans cosmid gb_U0004 9. This gene is 
continued from unannotated gene on BAC F19K23 gb_AC000375. 
[Arabid 

26536 

141051_1.R1040 

ncj700984187.hl 

BLASTX 

g4539314 

206 

4.0e-16 

73 

55 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
26537 

141055_1.R1040 

ncj700984193.hl 

BLASTX 

g4218120 

210 

5.0e-17 

47 

83 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

26538 

141061 J.. R1040 

eep700864079.hl 

BLASTX 

g2088651 

173 

2.0e-12 

105 
43 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

26539 

141088_1.R1040 
ncj700984246.hl 

26540 

141091J..R1040 

ncj700984251.hl 

BLASTN 

g3869075 

58 

5.0e-24 

287 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
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Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



MXK3, complete sequence [Arabidopsis thaliana] 
26541 

141094_1.R1040 
zhf700954649.hl 

26542 

141097JL.R1040 

ncj700984263.hl 

BLASTX 

g541913 

363 

5.0e-35 

84 

79 

oleoyl- [acyl-carrier-protein] hydrolase (EC 3.1.2.14) - 
rape >gi_435011_emb_CAA52069_ (X73849) oleoyl- [acyl-carrier 
protein] hydrolase [Brassica napus] 

26543 

141114JL.R1040 
uC-gmropic020c06bl 

26544 

141136_1.R1040 

uC-gmropic035b03bl 

BLASTX 

g4006876 

235 

2.0e-19 

92 

61 

(Z99707) hypothetical protein [Arabidopsis thaliana] 
26545 

141136_2.R1040 
asn701140108.hl 

26546 

141146_1.R1040 
ncj700984337.hl 

26547 

141161_1.R1040 

fC-gmle700555881bl 

BLASTX 

gll70949 

227 

1.0e-18 

82 
55 

SERINE/THREONINE- PROTEIN KINASE MHK >gi_48 1207_pir S38327 

protein kinase - Arabidopsis thaliana >gi_166811 (L07249) 
protein kinase [Arabidopsis thaliana] 

26548 

141178 1.R1040 
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5 1 -most EST 

Seq. No. 
Contig ID 
5 ? -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



sat701003559.hl 
26549 

141221_1.R1040 
ncj700984530.hl 

26550 

141239_1.R1040 

ncj700984573.hl 

BLASTX 

g3212868 

534 

2.0e-54 

170 

62 

{AC004005) unknown protein [Arabidopsis thaliana] 
26551 

141260_1.R1040 

sat701007938.hl 

BLASTX 

gl350783 

168 

4.0e-12 

80 

53 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883__pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_28424 92_emb_CAA16889_ (AL021749) receptor-like prote 
kinase 5 precursor { RLK5 ) [Arabidopsis thaliana] 



Seq. No. 


26552 


Contig ID 


141286 1.R1040 


5 '-most EST 


ncj700984706.hl 


Method 


BLASTX 


NCBI GI 


g4490756 


BLAST score 


187 


E value 


2.0e-16 


Match length 


106 


% identity 


41 


NCBI Description 


(AL035708) hypothet 


Seq. No. 


26553 


Contig ID 


141300 1.R1040 


5 '-most EST 


ncj700984726.hl 


Method 


BLASTX 


NCBI GI 


g3080427 


BLAST score 


1541 


E value 


1.0e-172 


Match length 


338 


% identity 


88 


NCBI Description 


(AL022604) putative 


Seq. No. 


26554 


Contig ID 


141303_1.R1040 
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II 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst02400055f01dl 

BLASTX 

g2288887 

164 

3.0e-ll 

44 

70 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA7 6803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 
[Arabidopsis thaliana] 

26555 

141332_1.R1040 

ncj700984770.hl 

BLASTX 

g3152559 

490 

5.0e-49 

197 

49 

(AC002986) Similarity to A. thaliana gene product 
F21M12.20, gb_AC000132. EST gb_Z25651 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 


26556 


Contig ID 


141335 1.R1040 


5' -most EST 


epx701110420.hl 


Seq. No. 


26557 


Contig ID 


141345 1.R1040 


5 '-most EST 


ncj700984788.hl 


Method 


BLASTX 


NCBI GI 


g2244852 


BLAST score 


207 


E value 


1.0e-16 


Match length 


51 


% identity 


80 


NCBI Description 


(Z97337) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


26558 


Contig ID 


141404 1.R1040 


5 '-most EST 


ncj700984884.hl 


Method 


BLASTX 


NCBI GI 


g4204293 


BLAST score 


183 


E value 


6.0e-14 


Match length 


83 


% identity 


45 


NCBI Description 


(AC003027) lcl_prt_seq No definition line found 




[Arabidopsis thaliana] 


Seq. No. 


26559 


Contig ID 


141442 1.R1040 


5' -most EST 


leu701154394.hl 
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Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



26560 

141448_1.R1040 
kll701211248.hl 

26561 

141466_1.R1040 
ncj700984989.hl 

26562 

141510JL.R1040 
jex700907689.hl 

26563 

141530_2.R1040 

jex700903484.hl 

BLASTX 

g4006900 

227 

6.0e-19 

76 
57 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
26564 

141566_1.R1040 

uC-gmrominsoyl95d07bl 

BLASTX 

g3702323 

464 

2.0e-46 

131 

73 

(AC005397) unknown protein [Arabidopsis thaliana] 
26565 

141571JL.R1040 
asn701135056.hl 



Seq. No. 
Contig ID 
5' -most EST 



26566 

141584_1.R1040 
sat701014302.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



26567 

141588_1.R1040 

kll701215142.hl 

BLASTX 

gl777312 

145 

1.0e-08 

35 

80 

(D30622) novel serine/threonine protein kinase [Arabidopsis 
thaliana] 

26568 

141605_1.R1040 
jsh701064332.hl 
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Method BLASTX 

NCBI GI gl532165 

BLAST score 222 

E value 3.0e-18 

Match length 85 

% identity 53 

NCBI Description (U63815) similar to dehydrogenase encoded by GenBank 

Accession Number S39508; localized according to blastn 
similarity to EST sequences; therefore, the coding span 
corresponds only to an area of similarity since the 
initation codon and stop 



Seq. No. 
Contig ID 
5' -most EST 



26569 

141636_1.R1040 
kl!701203753.h2 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



26570 

141650_1.R1040 
uC-gmropicl08g04bl 

26571 

141650_2.R1040 

uC- gmr omins oy 2 5 6e 0 9b 1 

26572 

141663JL.R1040 
zhf700962075.hl 



Seq. No. 

Contig ID 
5' -most EST 



26573 

141666JL.R1040 
kll701214514.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26574 

141691J..R1040 

ncj700985352.hl 

BLASTX 

g4314358 

380 

1.0e-36 

128 
56 

(AC006340) putative kinesin heavy chain protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



26575 

141733_1.R1040 
jC-gmfl02220052a02al 

26576 

141739_1.R1040 

uC-gmf IminsoyO 4 4 gl Obi 

BLASTX 

g4538987 

279 

3.0e-24 

228 

25 
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# • 

NCBI Description (AJ133777) gamma- adapt in 2 [Arabidopsis thaliana] 





26577 


Contia ID 


141771 1.R1040 


ILLtJO U Liu X 


zzp700834386.hl 


Seq. No. 


26578 


Pont i a ID 


141773 1.R1040 


5 T -most EST 


pcp700992358.hl 


Method 


BLASTX 


NCBI GI 


g2244815 


BLAST score 


143 


F. V3 1 HP 

1— I V GL-U l-Lv^ 


5.0e-09 


M^'hr'ti 1 print h 


51 




57 


NPRT DpsrriDtion 


(Z97336) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


26579 


Print* in T H 


141782 1.R1040 


5' -most EST 


uC-gmrominsoy060f 03bl 


Method 


BLASTX 


NPRT GT 


g2632103 


RT.ZVQT crnrp 

1JXJXT.O J. O^VJJ-C 


207 


E value 


2.0e-16 


Match length 


70 


& t on i — i i~ \7 


60 


"KTf'RT FloQr'r'i mi - i on 

LNLDX UCSLIipLlvll 


(Z98759) arginyl-tRNA synthetase [Arabidopsis thaliana 


oeq . ino > 






141782 2.R1040 


R'-mnc;!- F9T 

J IUU Ol Hi O 1 


smr 7 0074 8 696 .hi 


°,prr No 


26581 


LOiiuiy xu 


1 41 7R4 1 R1 040 


5' -most EST 


jC-gmst02400052d09al 


Method 


BLASTX 


NPRI GI 


g3618320 


BLAST score 


192 


E value 


2.0e-14 


Match length 


111 


& i rlpn t" "i t v 


42 


IN WD J- UCOOJ L jw» ' — LUli 


(AB001888) zinc finger protein [Oryza sativa] 


Seq, No. 


26582 


Print- i rr TD 


141849 1.R1040 




wra700790875.hl 


Seq. No. 


26583 


Print* in TD 


141863 1.R1040 


5' -most EST 


jC-gmst02400071f06al 


Seq. No. 


26584 


Contig ID 


141867 1.R1040 


5 '-most EST 


ncj700985591.hl 


Seq. No. 


26585 


Contig ID 


141877JL.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5 '-most EST 



ncj700985611.hl 

BLASTX 

g2702268 

396 

2.0e-38 

114 
66 

(AC003033) putative cellulase [Arabidopsis thaliana] 
26586 

141877_2.R1040 

epx701109545.hl 

BLASTX 

g2702268 

223 

2.0e-18 

81 

57 

(AC003033) putative cellulase [Arabidopsis thaliana] 
26587 

141881JL.R1040 

ncj700985615.hl 

BLASTX 

g4210449 

362 

5.0e-34 

273 

38 

(AB016471) ARR1 protein [Arabidopsis thaliana] 
26588 

141903J..R1040 

pcp700995658.hl 

BLASTX 

g3805851 

400 

6.0e-39 

102 

72 

(AL031986) putative protein [Arabidopsis thaliana] 
26589 

141943_1.R1040 
pmv700890950.hl 

26590 

141956_1.R1040 
ncj700985737.hl 

26591 

141997JL.R1040 
asn701132792.hl 



Seq. No. 
Contig ID 
5' -most EST 



26592 

142003_1.R1040 
ncj700985810.hl 
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€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g807698 

361 

2.0e-34 

129 
57 

(D32206) 



prepro-cucumisin [Cucumis melo] 



26593 

142010_1.R1040 
leu701152243.hl 



Seq- No. 
Contig ID 
5 '-most EST 



26594 

142017JL.R104G 
zhf700952286.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26595 

142022_1.R1040 
ncj700987179.hl 

26596 

142024_1.R1040 

pcp700989817.hl 

BLASTX 

g2651316 

225 

1.0e-18 

62 

79 

(AC002336) unknown protein [Arabidopsis thaliana] 
26597 

142025_1.R1040 
wrg700790609.h2 

26598 

142044_1.R1040 
ncj700985869.hl 

26599 

142046_1.R1040 
ncj700985871.hl 

26600 

142103_1.R1040 
ncj700985949.hl 

26601 

142104__1.R1040 

jC-gmst02400029d04al 

BLASTX 

gl553133 

159 

1.0e-10 

119 

9 

(U64722) actin-fragmin kinase [Physarum polycephalum] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26602 

142117_1.R1040 

ncj700987991.hl 

BLASTN 

g4140025 

186 

1.0e-100 

428 
86 

Vigna mungo UF3GaT mRNA for flavonoid 3-O-galactosyl 
transferase, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



26603 

142123_1.R1040 
epx701105074.hl 



Seq. No. 
Contig ID 
5' -most EST 



26604 

142133_1.R1040 
smc700747118.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26605 

142139J..R1040 
gsv701056689.hl 



Seq. No. 
Contig ID 
5' -most EST 



26606 

142148_1.R1040 
ncj700986016.hl 



Seq. No. 
Contig ID 
5' -most EST 



26607 

142193JL.R1040 
zhf 700959032. hi 



Seq. No. 
Contig ID 
5' -most EST 



26608 

142193_2.R1040 
jex700906403.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26609 

142206JL.R1040 
uC-gmflminsoy075a05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26610 

142232JL.R1040 

jC-gmle01810022c01al 

BLASTX 

g4490325 

398 

7.0e-39 

113 

69 

(AL035656) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



26611 

142237_1.R1040 
ncj700986140.hl 
BLASTX 
g2443887 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



520 

4.0e-53 

130 

73 

(AC002294) Similar to transcription factor 
gb_Z46606_1658307 and others [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26612 

142239JL.R1040 
zhf700952977.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26613 

142253JL.R1040 
zhf700965103.hl 



Seq. No. 

Contig ID 
5' -most EST 



26614 

142267JL.R1040 
ncj700986195.hl 



Seq. No. 

Contig ID 
5' -most EST 



26615 

142272_1.R1040 
ncj700986207.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26616 

142314JL.R1040 

uC-gmropicll2h07bl 

BLASTX 

g2501356 

666 

4.0e-70 

138 

88 

TRANSKETOLASE, CHLOROPLAST PRECURSOR (TK) 

>gi_1658322_emb_CAA90427_ (Z50099) transketolase precursor 
[Solanum tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



26617 

142317JL.R1040 
ncj700986301.hl 



Seq. No. 
Contig ID 
5' -most EST 



26618 

142325JL.R1040 
uC-gmflminsoy036d01bl 



Seq. No. 
Contig ID 
5 '-most EST 



26619 

142355_1.R1040 
asn701142632.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



26620 

142361_1.R1040 

kll701208980.hl 

BLASTX 

g4104056 

456 

9.0e-46 

107 

73 
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NCBI Description (AF031194) S276 [Triticum aestivum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26621 

142375JL.R1040 
crh700854918.hl 

26622 

142379JL.R1040 
uC-gmf Iminsoy067bl2bl 

26623 

142385_1.R1040 

ncj700986408.hl 

BLASTX 

g4185499 

335 

4.0e-31 

150 

44 

(AF096095) fertilization-independent seed 2 protein 
[Arabidopsis thaliana] >gi_4185501 (AF096096) 
fertilization-independent seed 2 protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26624 

142400_1.R1040 
zhf700964744.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26625 

142416JL.R1040 

jC-gmro02800033el0al 

BLASTX 

g2262173 

441 

6.0e-44 
112 
78 

(AC002329) 
thaliana] 



NADPH thioredoxin reductase [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



26626 

142419J..R1040 

jex700906483.hl 

BLASTX 

gl345132 

376 

8.0e-44 

117 

80 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

26627 

142424_1.R1040 
kmv700740451.hl 
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# 



Seq. No. 


26628 


Contig ID 


142425 1.R1040 


5 '-most EST 


ncj700986457.hl 


Seq, No. 


26629 


Contig ID 


142452 1.R1040 


5 '-most EST 


ncj700986494.hl 


Seq. No. 


26630 


Contia ID 


142472 1.R1040 


5 1 -most EST 


ncj700986527 .hi 


kJ C VJ * 1/i \J . 


26631 


Contig ID 


142473 1.R1040 


5 '-most EST 


uC-gmf lminsoy064cllbl 


Method 


BLASTX 


NCBI GI 


g4539452 


BLAST score 


348 


E value 


4.0e-33 


Match length 


98 


% identity 


60 


NCBI Description 


(AL049500) putative p 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



[Arabidopsis thaliana] 
26632 

142478JL.R1040 
uC-gmrominsoyl57f 04bl 

26633 

142488JUR1040 
ncj700986543.hl 

26634 

142498__1.R1040 
hrw701060354.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



26635 

142501_1.R1040 
ncj700987295.hl 

26636 

142504JL.R1040 
smc700746405.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



26637 

142505JL.R1040 
jex700907810.hl 

26638 

142511JL.R1040 

epx701107806.hl 

BLASTX 

g2618684 

292 

7.0e-42 
105 
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% identity 

NCBI Description 



ft 



83 

(AC002510) putative 

UDP-N-acetylglucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] >gi_3241947 (AC004 625) putative 
UDP-N-acetylglucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26639 

142526JL.R1040 
wrg700791886.hl 

26640 

142531JL.R1040 

ncj700986608.hl 

BLASTX 

g509810 

160 

6.0e-ll 

76 

46 

(L08468) envelope Ca2+-ATPase [Arabidopsis thaliana] 
26641 

142533JL.R1040 

ncj700986612.hl 

BLASTX 

g4544403 

259 

6.0e-22 

81 

56 

(AC007047) putative glucan endo-1, 3~beta-D-glucosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 

Contig ID - 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



26642 

142533_2.R1040 

kl!701212260.hl 

BLASTX 

g4544403 

152 

8.0e-10 

48 

54 

(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 
precursor [Arabidopsis thaliana] 

26643 

142533_3.R1040 

fC-gmfl700901194al 

BLASTX 

g4544403 

141 

6.0e-09 

96 

35 



4158 



NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(AC007047) putative glucan endo-1, 3-beta-D-glucosidase 
precursor [Arabidopsis thaliana] 

26644 

142558JL.R1040 
ncj700986645.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



26645 

142562JL.R1040 
ncj700986652.hl 

26646 

142592JL.R1040 
bth700849607.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



26647 

142595_1.R1040 
zsg701125958.hl 

26648 

142596_1.R1040 

ncj700986706.hl 

BLASTX 

g3738297 

312 

2 ,0e-28 

130 

16 

(AC005309) unknown protein [Arabidopsis thaliana] 
26649 

142610_1.R1040 
ncj700986731.hl 

26650 

142615_1.R1040 
ncj700986737.hl 



26651 

142628_1.R1040 

sat701010007.h2 

BLASTX 

g477430 

418 

3.0e-41 

122 
65 

nucleolar protein p!20 



- mouse (fragment) 



26652 

142642_1.R1040 
vzy700750782.hl 

26653 

142681JL.R1040 
ncj700986835.hl 



4159 





26654 


Contig ID 


142716 1.R1040 


5 '-most EST 


vzy700753607.hl 




26655 


Print" i rr TP) 


142721 1 R1040 


.J ILLVJO L CjOI 


kll701212835 hi 

jV_L J_ 1 ul£.lLU J J • 111 




26656 


Cr^n +- i rr TP) 
UUIlLXy XU 


1 4 97*3*3 9 R1 04 0 




leu70lT51255 hi 


Mpt hnd 


BLASTX 


NCBI GI 


g4103757 


BLAST score 


256 


F 'KTA 1 IIP 


3 Oe-22 


M^*r"r i n 1 pnrfhh 

LICtL.'wIl ICllULli 


55 


% identity 


91 


NCBI Description 


(AF027376) MADS1 [Corylus avellana] 




26657 


rnnf i rr TH 


1 497 1 R1 040 


d most doi 


1-1^^700 0^^0417 hi 


Qnn Mr* 

oeq • lno . 




f"r\ri +- -1 rr T Pi 
UOIiXig XJJ 


1 497Q9 1 R1 040 




nc-i700987043 hi 


Mot h nH 


RT.A^TX 


NCBI GI 


g3201554 


BLAST score 


396 


E value 




T\4o +" r*h 1 £*T"t rr+~ h 
lla LUli XCiiy L.J.1 


169 


% identity 


76 


NCBI Description 


(AJ006501) beta-D-glucosidase [Tropaeolum i 


OC^. IN (J • 


2665.9 


Pnnt" i rr T P) 


142801 1 R1040 




nr*-i 700Q^fi70S4 hi 


Crtrc Ktr\ 




f^rsTi-H "i rr T Pi 

^oritiy xu 


1498*39 1 R1040 


R'-mnqt F9T 


nP— rrmTnin "i nqnvl llh09bl 




BLASTX 


NCBI GI 


g2459437 


BLAST score 


197 


F TT3 1 lip 


3 Oe-15 


Tv/I a +* /~i Vi T on rf*r* V> 
l v Ja.L.OIl -LcIiyLXl 


77 


% identity 


62 


NCBI Description 


(AC002332) hypothetical protein [Arabidops 




26661 


pr»n t" "i rr T Pi 


1 498*37 1 R1 040 

x*±^.o«j/ X» I\X U 1 \J 


R * _mnef POT 

o mo sr. Hioi 


n r>-i 7 0 0 Q^P 7110 hi 


Seq. No. 


26662 


Contig ID 


142861_1.R1040 


5' -most EST 


uC-gmf Iminsoy007al0bl 


Method 


BLASTX 



4160 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



g4544436 
295 

5.0e-28 

139 

49 

(AC006592) anthocyanidin-3-glucoside rhamnosyltransf erase, 
3" partial [Arabidopsis thaliana] 

26663 

142866_1.R1040 

leu701156129.hl 

BLASTX 

g3242728 

221 

9.0e-18 

204 
39 

(AC003040) unknown protein [Arabidopsis thaliana] 
26664 

142871_1.R1040 
ncj700987156.hl 



26665 

142883_1.R1040 

jC-gmst02400065e08a2 

BLASTX 

g2760839 

228 

1.0e-18 

101 

49 

(AC003105) putative receptor kinase 



[Arabidopsis thaliana] 



26666 

142885J..R1040 

dpv701100860.hl 

BLASTX 

g4193320 

465 

7.0e-47 

99 

84 

(AF045473) histone deacetylase 
26667 

142907_1.R1040 
jC-gmfl02220137a09al 

26668 

142913_1.R1040 
jC-gmfl02220080b07al 

26669 

142915_1.R1040 

ncj700987212.hl 

BLASTX 



[Zea mays] 



4161 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3122595 
118 

1.0e-10 

57 

55 

PROBABLE RNA- DEPENDENT HELICASE P72 (DEAD-BOX PROTEIN P7 2) 
>gi_1592565 (U59321) DEAD-box protein p72 [Homo sapiens] 
>gi_2832596_emb_CAB09792_ (Z97056) dJ434P1.3 [Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



26670 

142920JL.R1040 
uC-gmropic037dllbl 



Seq. No. 
Contig ID 
5 '-most EST 



26671 

142923_1.R1040 
kmv700741889.hl 



Seq. No. 

Contig ID 
5 '-most EST 



26672 

142945_1.R1040 
eep700864944.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26673 

142957_1.R1040 

uC-gmrominsoyl69a02bl 

BLASTX 

g2494034 

602 

2.0e-62 

188 

62 

DIACYLGLYCEROL KINASE 1 (DIGLYCERIDE KINASE) (DGK 1) (DAG 

KINASE 1) >gi_2129573_pir S71467 diacylglycerol kinase - 

Arabidopsis thaliana >gi_1374772_dbj_BAA09856_ (D63787) 
diacylglycerol kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26674 

142960J..R104Q 

jC-gmfl02220136b04al 

BLASTX 

g2245004 

495 

5.0e-50 

160 

57 

(Z97341) similarity to membrane transport protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



26675 

142966J..R1040 
asn701139805.hl 



Seq. No. 
Contig ID 
5* -most EST 



26676 

142994_1.R1040 
jC-gmro02910075e08al 



Seq. No. 

Contig ID 



26677 

142995 1.R1040 



4162 



5 ' -most EST 


zhf700953284.hl 




BLASTX 


NCBI GI 


g3004565 


BLAST score 


280 


E value 


8.0e-25 


Match lencrth 


86 


% identitv 


69 




(AC003673) putative protein kinase [Arabidopsis thaliana] 




26678 


Print* i rr TD 


143010 1.R1040 


5 1 -most EST 


uC-gmrominsoy04 2d0 6b 1 


Me*t hriH 


BLASTX 


NCBI GI 


g2995370 


BLAST score 


156 


V, value 


1. 0e-10 


L Id. L- Oil XCUy 


66 


% identity 


39 


NCBI Description 


(AL022245) hypothetical protein [Schizosaccharomyces pombe] 


Sea. No. 


26679 


font ia ID 


143018 1.R1040 


CI » -TnAof TTQT 
U L. XjfcJ X 


oxt700944424 .hi 


c rr "Mo 


26680 


Pon +■ n rr T H 
^(JilL-Ly 1U 


143025 1 R1040 


5 1 -most EST 

ILL w O U. i— 1 U ■!> 


ncj700987375.hl 


Method 


.DlxriO X A 


NCBI GI 


g2920706 


BLAST score 


145 


P "\Ta 1 IIP 
Hi V CL J- LiCJ 


2.0e-09 


M^'hrh 1 f^nrrth 

l id L, on J_c;iiv^ Lii 


62 


% identity 


48 


NCBI Description 


(Y13568) beta-xylosidase [Emericella nidulans] 


JCL[ . IN w • 


26681 


Contig ID 


143055_1.R1040 


5" -most EST 


uC-gmrominsoy245a02bl 




26682 


Pnnf i rr TD 


143057 1.R1040 


R 1 -nin^t F9T 

*J ULUo L. HjO X 


nci700^87429 hi 


O t3 ^ • LN W • 


26683 


Print i rr TD 


143118 1.R1040 


5 '-most EST 


ncj700"987533.hl 


i v ie L.no(ji. 




NCBI GI 


g4151068 


BLAST score 


488 


£j V CL J- U.C 


2 . 0e-49 


jyiaucn lengun 


Q7 


% identitv 


93 


NCBI Description 


(Y10862) ribonucleotide reductase [Nicotiana tabacum] 


Seq. No. 


26684 


Contig ID 


143126 1.R1040 


5' -most EST 


ncj700987549.hl 



4163 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!491710 

125 

3.0e-10 

65 
41 

(X96506) alpha subunit; forms heterodimer with NC2 
alpha/Drl [Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



26685 

143179JL.R1040 
jC-gmf!02220073gllal 



Seq. No. 

Contig ID 
5' -most EST 



26686 

143238_1.R1040 
ncj700987731.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26687 

143253_1.R1040 

uC-gmrominsoyllld06bl 

BLASTX 

g2501296 

301 

4.0e-27 

77 

71 

DNA GYRASE SUBUNIT B >gi_1652801_dbj JBAA17720_ (D90908) 
gyrase B subunit [Synechocystis sp.] 



DNA 



Seq. No. 
Contig ID 
5' -most EST 



26688 

143259_1.R1040 
ncj700987765.hl 



Seq. No. 
Contig ID 
5' -most EST 



26689 

143278_1.R1040 
gsv701048101.hl 



Seq. No. 
Contig ID 
5' -most EST 



26690 

143278_3.R1040 
zzp700835694.hl 



Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26691 

143286_1.R1040 

ncj700987804.hl 

BLASTX 

g4467111 

333 

4.0e-31 

99 

66 

(AL035538) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



26692 

143291_1.R1040 

jC-gmst02400029g04al 

BLASTN 

gl66411 



4164 



# 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



195 

1.0e-105 

463 

85 

Medicago sativa NADH-glutamate synthase mRNA, comlete cds 



26693 

14332 6J..R1040 

jsh701067464.hl 

BLASTX 

g4204285 

408 

9.0e-40 

167 

49 

(AC003027) lcl_prt_seq 
[Arabidopsis thaliana] 



No definition line found 



26694 

143333_1.R1040 
ncj700987868.hl 

26695 

143335_1.R1040 
jC-gmro02910063d01al 

26696 

143342JL.R1040 

jC-gmro02800035fl2dl 

BLASTX 

g3319341 

224 

3.0e-18 
44 

82 

(AF077407) similar to Medicago sativa nucleic acid binding 
protein Alfin-1 (GB:L07291) [Arabidopsis thaliana] 

26697 

143375_1.R1040 

bth700845896.hl 

BLASTX 

g2983347 

163 

5.0e-ll 

89 

43 

(AE000707) hemolysin [Aquifex aeolicus] 
26698 

143401JL.R1040 

zsg701126126.hl 

BLASTX 

g4455359 

226 

7.0e-19 

77 



4165 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

(AL035524) putative protein [Arabidopsis thaliana] 
26699 

143463_1.R1040 

ncj700988163.hl 

BLASTN 

gl6508 

75 

4.0e-34 

147 

88 

A. thaliana DNA for S-adenosylmethionine synthetase gene 
sam-1 >gi_166871_gb_M55077__ATHSAM A. thaliana 
S-adenosylmethionine synthetase gene, complete cds 

26700 

143470_1.R1040 

zhf700955313.hl 

BLASTX 

g!495251 

565 

2.0e-58 

124 

87 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
26701 

143472_1.R1040 

zhf700952045.hl 

BLASTX 

gl!72441 

163 

7.0e-ll 

48 

67 

POSSIBLE TRANSCRIPTION FACTOR POSF21 >gi_99685_pir S21883 

DNA-binding protein POSF21 - Arabidopsis thaliana 
>gi_16429_emb_CAA43366_ (X61031) posF21 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



26702 

143472_2.R1040 
smc700744982.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



26703 

143477JL.R1040 
sat701012012.hl 

26704 

143519_1.R1040 
ncj700988274.hl 

26705 

143520_1.R1040 

ncj700988275.hl 

BLASTX 



4166 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2832664 
214 

1.0e-17 

73 

58 

(AL021710) pollen-specific protein - like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26706 

143582_1.R1040 

ncj700988393.hl 

BLASTX 

g4455278 

128 

4.0e-10 

90 

43 

(AL035527) hypothetical protein [Arabidopsis thaliana] 
26707 

143588_1.R1040 

uC-gmf Iminsoy075c09bl 

BLASTX 

g2660677 

722 

2.0e-76 

251 

59 

(AC002342) unknown protein [Arabidopsis thaliana] 
26708 

143607_1.R1040 
uC-gmflminsoy035b02bl 

26709 

143621_1.R1040 

fC-gmle700871981f3 

BLASTX 

g2623300 

1045 

1.0e-114 

372 
55 

(AC002409) putative protein phosphatase 2C [Arabidopsis 
thaliana] 

26710 

143639_1.R1040 

leu701147859.hl 

BLASTX 

g3510254 

227 

8.0e-19 

81 

58 

(AC005310) putative zinc transporter [Arabidopsis thaliana] 



4167 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



£6711 

143649_1.R1040 
ncj700988522.hl 

26712 

143656JL.R1040 
ncj700988535.hl 

26713 

143658_1.R1040 
ncj700988541.hl 

26714 

143668JL.R1040 

ncj700988559.hl 

BLASTX 

gll69128 

228 

1.0e-18 

111 

42 

SERINE/THREONINE-PROTEIN KINASE CTR1 >gi_166680 (L08789) 
protein kinase [Arabidopsis thaliana] >gi_166682 (L08790) 
protein kinase [Arabidopsis thaliana] 

26715 

143680_1.R1040 
jC-gmro02910016e!2al 

26716 

143730_1.R1040 
zhf700964905.hl 



26717 

143735_1.R1040 

ncj700988655.hl 

BLASTX 

gl245343 

242 

2.0e-20 

76 

58 

(U50194) tripeptidylpeptidase II 



[Rattus norvegicus] 



26718 

143755_1.R1040 

gsv701044887.hl 

BLASTX 

g2160182 

345 

2.0e-32 

104 

66 

(AC000132) ESTs gb_ATTS1236, gb_T4 3334 , gb_N97 019, gb_AA395203 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 



26719 



4168 



Contig ID 


143765 1.R1040 


5 '-most EST 


pst700645716.hl 




BLASTX 


NCBI GI 


g2245009 


BLAST score 


201 


E value 


7.0e-16 


M^1"ph 1 pnerth 

LA CI LL>li -L- li^ K- ± 1 


54 


% identity 


70 


NCBI Description 


(Z97341) hypothetical protein [Arabidopsis thaliana] 


Seq. No, 


26720 


Contig ID 


143912 1.R1040 


5 1 -most EST 


txt700731337.hl 




26721 


Contig ID 


143912 2.R1040 


5' -most EST 


zhf700958462.hl 


Seq* No. 


26722 


Contig ID 


143936 1.R1040 


5 1 -most EST 


kll701207242.hl 


Sea No. 


26723 


Pnntia ID 


143962 1.R1040 


5 1 -most EST 


txt700731496.hl 




BLASTX 


NCBI GI 


rrl 1 7471 fi 




178 


iL vdlUe 




Match length 


41 


% identity 


83 


NCBI Descriotion 


PUTATIVE RECEPTOR PROTEIN KINASE TMK1 PRECURSOR 


>gi 322579 pir JQ1674 receptor protein kinase TMK1 




2.7Tl.-) precursor - Arabidopsis thaliana >gi_166888 




(L00670) protein kinase [Arabidopsis thaliana] 


Seq. No. 


26724 


Contig ID 


144083 1.R1040 


5 '-most EST 


kll701202564.hl 



(EC 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26725 

144117_1.R1040 

g5342789 

BLASTX 

gl705678 

364 

1.0e-34 

108 

72 

CELL DIVISION CYCLE PROTEIN 4 8 H0M0L0G (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



26726 

144139_2.R1040 

txt700731771.hl 

BLASTX 



4169 



NCBI GI 


al OSSl 61 


BLAST score 


221 


E value 


7.0e-18 




122 




24 


NCBI Description 


(U40029) similar to human 100 kDa coactivator (U22055) 


[Caenorhabditis elegans] 


Corf \Ti"\ 

o e q . in o . 


96797 

Z. \J 1 C. f 


uonr.ig 1U 


1 441 41 1 R1040 


o mosi. noi 


-ri -r7ooooo6fi4 hi 


Q /-\ /-*■ NT/"\ 


26728 


0/-\-r"»+- *J <T TPl 


1 441 Sfi 1 R1040 


J iLlUO U J—iO X 


txt7007"31814 .hi 


Metnoa 


JDlario 1 A 


NCBI GI 


g3269285 


BLAST score 


349 


"C Tra 1 no 
H> VclXLlt; 


3 Oe-33 


"SA — . 4- /i V* 1 /~i r""» /t 4r* Vi 

Mancn lengun 


7ft 


^ iueni_.iL.y 




Wool uescripiion 


fAT.0*30Q7?n hvnothetical Drotein FArabidopsis thaliana] 


beq. JNO. 


9679Q 


oontig iu 


144164 1 R1 040 


O IUU & t IjOI 


aqv701045873 hi 


Method 


•DT TiQ^V 
Oliflb 1 A 


NCBI GI 


g2981439 


BLAST score 


205 


£» Value 


9 fi^-1 


Match length 


Oj 


% identity 


£7 


ncbi Description 


f ziTrn^i fi^^ h-^NaRF ^RDS TArabidoDsis thalianal 


beg. wo. 




oontig iu 


14417ft 1 Rl D40 


3 IUOo L. HjOI 


f xr70(V7318 48 hi 


Method 


DliriO 1 A 


VTPDT PT 
INODl Ol 




BLAST score 


470 


E value 


5.0e-47 


JUT ^5 +■ /~i V* T on^'f" n 

rJaLun leriyLxi 




•6 iaeni.iL.y 




NCBI Description 


/ aT?1 9 ciR74 \ 1 \7<5\/l — f-RNA qvnthPTa^e: LvsRS [Arabidopsis 




inallalla J 


beq. wo. 


9 67*^1 


contig iu 


144977 1 Rl 040 




txt 7 00732 015 .hi 


Method 


"DT 7\ C TV 


NCBI GI 


rrl ft 4 1 ^ c i7 

gio 4ijj / 


rslitio i bLUXc 


^64 


E value 


1.0e-34 


Match length 


122 


% identity 


58 


NCBI Description 


(D85382) mitochondrial ribosomal protein Sll (nuclear 


encoded) [Oryza sativa] 
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Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



26732 

144293_1.R1040 
ujr700646608.hl 

26733 

144297_1.R1040 
k!1701212153.hl 

26734 

144315JL.R1040 
txt700732787.hl 

26735 

144329JL.R1040 
txt700732113.hl 

26736 

144345_1.R1040 

uC-gmrominsoyl67c09bl 

BLASTN 

g3702738 

34 

1.0e-09 

50 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWJ3, complete sequence [Arabidopsis thaliana] 

26737 

144348__1.R1040 

fua701037950.hl 

BLASTX 

g2507300 

237 

3.0e-20 

57 

74 

ACTIVATOR 1 40 KD SUBUNIT (REPLICATION FACTOR C 40 KD 
SUBUNIT) (Al 40 KD SUBUNIT) (RF-C 40 KD SUBUNIT) (RFC40) 
>gi_1590811 (M87338) replication factor C, 40-kDa subunit 
[Homo sapiens] >gi_2914760 (AF045555) replication factor C 
subunit 2 [Homo sapiens] >gi_4506487_ref_NP_002905 . l_pRFC2_ 
replication factor C (activator 1) 2 (40kD) 

26738 

144359JL.R1040 
gsv701045178.hl 

26739 

144390_1.R1040 

txt700732216.hl 

BLASTX 

g2827552 

214 

1.0e-17 
77 
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# • 



% identity 


53 


NCBI Description 


(AL021635) predicted protein [Arabidopsis thaliana] 




26740 


Pnnf i a ID 


144398 1.R1040 




txt700732226.hl 


O C ^ <* • 


26741 


Print - i rr TD 


144403 1.R1040 


5 T -most EST 


dpv701098967.hl 


Lit: UXIUU. 


BLASTX 


NCBI GI 


g2204236 


BLAST score 


539 


R 1 hp 

i-» V CI J~ 


3. 0e-55 


Match lenath 


141 


% identity 


77 


NCBI Description 


(Y13861) enoyl-ACP reductase [Nicotiana tabacum] 


Spcj No 


26742 


Contig ID 


144473 1.R1040 


5' -most EST 


txt700732364.hl 


Cprr Wn 


26743 


Pont i rr T T) 


144488 1.R1040 


S T -TTin«?1- F.ST 


txt700732403 . hi 


O c . IN KJ • 


26744 


Pont- H rr T D 


144489 1 R1040 


S 1 -nio<?t- EST 


jC-gmst02400001g06al 


ixieunoa 


JDxjriO 1A 


MfDT (IT 


a3335378 


BLAST score 


364 


E value 


2.0e-34 


M^'hpht 1 pnn1~h 

l. id L. k_»i l xciiy i_ii 


90 


@r i Hpni" it* v 


76 


TvIPRT riAc;r , Ti tjI" i on 

INUDl UCO^J — Lj^J 1 L k_/il 


(AC003028) Myb-related transcription activator [Arabidops 




LiiuJ — i- diia j 


OC^ • XN\J • 


26745 


Pnnf i rr TO 


144509 1 R1040 


5 1 -most EST 


uC-gmropic074al0bl 




BLASTX 


NCBI GI 


g3152940 


BLAST score 


196 


R V3 1 IIP 


5.0e-15 


Mafph 1 <anrr1"ri 
I'iciuoii xc-iiy uti 


92 


% identity 


45 


NCBI Description 


(AF065483) sorting nexin 1 [Homo sapiens] 




26746 


UOilX.ly 1U 


144^09 9 R1040 

It T J V J • 1 <- J~ \J " \J 


c ? _ TririC ,4- r»crn 
0 IUObU HiD 1 


Hnv7 01 09736*3 hi 


Seq. No. 


26747 


Contig ID 


144514 1.R104Q 


5' -most EST 


awf700841065.hl 


Method 


BLASTX 
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# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2262115 
332 

1.0e-30 

233 

32 

(AC002343) 



cellulose synthase isolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



26748 

144529JL.R1040 
uC-gmrominsoy041d07bl 

26749 

144543JL.R1040 
txt700732511.hl 

26750 

144549_1.R1040 

kll701205179.hl 

BLASTX 

g3033384 

443 

6.0e-44 

142 

63 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 
26751 

144562JL.R1040 

leu701157138.hl 

BLASTX 

g3297824 

141 

1.0e-08 

94 
39 

(AL031032) bZIP transcription factor - like protein 
[Arabidopsis thaliana] 

26752 

144570_1.R1040 

txt700732562.hl 

BLASTN 

g2605511 

121 

2.0e-61 

356 
83 

Glycine max mRNA for beta subunit of beta conglycinin, 
complete cds 

26753 

144589_2.R1040 
fua701041692.hl 



Seq. No. 
Contig ID 
5 T -most EST 



26754 

144608_1.R1040 
txt700732661.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2995454 

317 

1.0e-178 

521 

90 

L.luteus mRNA for tRNA- glut amine synthetase 
26755 

144609_1.R1040 

pxt700943328.hl 

BLASTX 

g3702338 

269 

6.0e-24 

80 
66 

(AC005397) unknown protein [Arabidopsis thaliana] 
26756 

144639JL.R1040 
txt700732737.hl 

26757 

144643JL.R1040 

hrw701061473.hl 

BLASTX 

g3341684 

236 

4.0e-20 

87 

49 

(AC003672) hypothetical protein [Arabidopsis thaliana] 
26758 

144648JL.R1040 

fC-gmse700837723cl 

BLASTX 

g3641252 

516 

2.0e-52 

169 

65 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestica] 



Seq. No. 
Contig ID 
5' -most EST 



26759 

144670JL.R1G40 
txt700732816.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



26760 

144688_1.R1040 

epx701109140.hl 

BLASTX 

g267442 

257 

8.0e-22 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



154 
40 

HYPOTHETICAL 18.7 KD PROTEIN IN RHLE-DING INTERGENIC REGION 
(F160) >gi_147599 (L02123) YbiA [Escherichia coli] 
>gi_1787017 (AE000182) orf, hypothetical protein 
[Escherichia coli] >gi_4062356_dbj_BAA354 58_ (D90716) 
Hypothetical 18.7 kd protein in rhlE-dinG/rarB intergenic 
region (F160) . [Escherichia coli] >gi_4062360_dbj_BAA35464_ 
(D90717) Hypothetical 18.7 kd protein in rhlE-dinG/rarB 
intergenic region (F160) . [Escherichia coli] 

26761 

144708_1.R1040 
zhf700954866.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



26762 

144802_1.R1040 
uC-gmropic062a07bl 

26763 

144809_1.R1G40 
txt700733086.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26764 

144810_1.R1040 
zpv700759801.hl 

26765 

144819_1.R1040 

pmv700889162.hl 

BLASTX 

gl20777 

827 

2.0e-88 

251 

61 

SUCCINATE-SEMIALDEHYDE DEHYDROGENASE (NADP+) (SSDH) 
>gi_147901 (M88334) succinic semialdehyde dehydrogenase 
[Escherichia coli] >gi_1789015 (AE000351) 
succinate-semialdehyde dehydrogenase , NADP-dependent 
activity [Escherichia coli] 

26766 

144819_2.R1040 

jC-gmfl02220071c03dl 

BLASTX 

gl20777 

223 

3.0e-18 

66 

61 

SUCCINATE-SEMIALDEHYDE DEHYDROGENASE (NADP+) (SSDH) 
>gi_147901 (M88334) succinic semialdehyde dehydrogenase 
[Escherichia coli] >gi_1789015 (AE000351) 
succinate-semialdehyde dehydrogenase, NADP-dependent 
activity [Escherichia coli] 
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Seq. No. 


26767 


Contig ID 


144874JL.R1040 


5 ! -most EST 


rca701002368 .hi 


Seq. No, 


26768 


Contig ID 


144909_1.R1040 


5 f -most EST 


txt700733296.hl 


Seq. No. 


26769 


Contig ID 


144952_1.R1040 


5' -most EST 


txt700733379.hl 


Seq. No. 


26770 


Contig ID 


144964 1.R1040 


5 '-most EST 


txt700733408.hl 


Seq. No. 


26771 


Contig ID 


145017 1.R1040 


5' -most EST 


zsg701119121.hl 


Method 


BLASTX 


NCBI GI 


g3219269 


BLAST score 


279 


E value 


1.0e-48 


Match length 


117 


% identity 


81 


NCBI Description 


(AB015314) MAP 1 


Seq. No. 


26772 


Contig ID 


145028 1.R1040 


5' -most EST 


txt700733518.hl 


Method 


BLASTX 


NCBI GI 


g2880046 


BLAST score 


147 


E value 


2.0e-09 


Match length 


65 


% identity 


46 


NCBI Description 


(AC002340) hypol 


Seq. No. 


26773 


Contig ID 


145043_1.R1040 


5 '-most EST 


jC-gmf!02220078 


Seq. No. 


26774 


Contig ID 


145056JL.R1040 


5 '-most EST 


txt700737183.hl 


Seq. No. 


26775 


Contig ID 


145106 1.R1040 


5' -most EST 


gsv701043865.hl 


Seq. No. 


26776 


Contig ID 


145110 1.R1040 


5' -most EST 


g5126515 


Method 


BLASTX 


NCBI GI 


g2323410 


BLAST score 


994 


E value 


1.0e-108 



kinase kinase 3 [Arabidopsis thaliana] 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ! -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



D 

376 
54 

(AF015913) SkblHs [Homo sapiens] 



26777 

145133JL.R1040 

txt700733710.hl 

BLASTX 

g2213626 

144 

7.0e-09 

153 

30 

(AC000103) F21J9. 



18 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26778 

145156JL.R1040 

uC-gmropiclllclObl 

BLASTX 

g3885334 

193 

7.0e-15 

50 

66 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

26779 

145196_1.R1040 
txt700733827.hl 

26780 

145197_3.R1040 
jex700908479.hl 

26781 

145201JL.R1040 

txt700733833.hl 

BLASTN 

g2687440 

118 

5.0e-60 

138 

96 

Tellima grandiflora large subunit 26S ribosomal RNA gene, 
partial sequence 

26782 

145226JL.R1040 
kmv700737717.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



26783 

145232_1.R1040 

txt700733885.hl 

BLASTX 

g4263704 

362 



4177 



€1 

E value 2.0e-34 

Match length 136 

% identity 50 

NCBI Description (AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

Seq. No. 26784 

Contig ID 145236_1 . R1040 

5' -most EST txt700733890 .hi 

Seq. No. 26785 

Contig ID 145300_1 . R1040 

5 T -most EST txt700734006 .hi 

Method BLASTX 

NCBI GI g3184285 

BLAST score 296 

E value 5.0e-27 

Match length 96 

% identity 65 

NCBI Description (AC004136) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 26786 

Contig ID 145328JL .R1040 

5' -most EST zzp700832617.hl 

Seq. No. 26787 

Contig ID 145330_1 . R1040 

5 T -most EST pxt700945528 . hi 

Method BLASTX 

NCBI GI g2894611 

BLAST score 155 

E value 2.0e-10 

Match length 47 

% identity 70 

NCBI Description (AL021889) putative protein [Arabidopsis thaliana] 

Seq. No. 26788 

Contig ID 145330_2 . R1040 

5 '-most EST kll701215222 . hi 

Seq. No. 26789 

Contig ID 145340_1 .R1040 

5' -most EST txt700734093 . hi 

Seq. No. 26790 

Contig ID 145393_1 . R1040 

5 '-most EST txt700734230 . hi 

Method BLASTX 

NCBI GI g3123161 

BLAST score 94 

E value 8.0e-09 

Match length 111 

% identity 38 

NCBI Description HYPOTHETICAL 77.0 KD TRP-ASP REPEATS CONTAINING PROTEIN 
F35G12.4 IN CHROMOSOME III >gi_3876723_emb_CAA8 6335_ 
(Z46242) similar to beta-transducin; cDNA EST EMBL:Z14703 
comes from this gene; cDNA EST EMBL:D67532 comes from this 
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Seq. No. 
Contig ID 
5' -most EST 



gene; cDNA EST EMBL:D69055 comes from this gene; cDNA EST 
EMBL:D64515 comes from this gene; cDNA EST EMBL: D655 

26791 

145499_1.R1040 
txt700734406.hl 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



26792 

145502_1.R1040 
txt700734410.hl 

26793 

145514_1.R1040 

uC-gmrominsoy307f01bl 

BLASTX 

g3142291 

487 

6.0e-49 

167 

54 

(AC002411) Contains similarity to adenylate cyclase 
gb_AF012921 from Magnaporthe grisae. EST gb_Z24512 comes 
from this gene. [Arabidopsis thaliana] 

26794 

145544_1.R1040 

zpv700761035.hl 

BLASTX 

g4249416 

291 

4.0e-26 

89 

58 

(AC006072) putative exoribonuclease (also contains 
zinc-finger C2H2-type domain) [Arabidopsis thaliana] 

26795 

145570_1.R1040 

dpv701101324.hl 

BLASTX 

g3377843 

151 

6.0e-10 

102 

41 

(AF076274) contains similarity to rat p47 protein 
(GB:AB002086) [Arabidopsis thaliana] 

26796 

145635_1.R1040 

jC-gmro02910062d04al 

BLASTX 

g2911042 

682 

3.0e-89 

226 

79 



NCBI Description 



(AL021961) Phosphoglycerate dehydrogenase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



26797 

145698JL.R1040 

gsv701055801.hl 

BLASTX 

g4218011 

442 

6.0e-44 

101 

80 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

26798 

145700_1.R1040 

pmv700888891.hl 

BLASTX 

g3132478 

311 

1.0e-28 

146 

47 

(AC003096) bZIP-like protein [Arabidopsis thaliana] 
26799 

145704_1.R1040 
jC-gmle01810066b02dl 

26800 

145713_1.R1040 
pmv700888646.hl 

26801 

145743_1.R1040 

crh700852487.hl 

BLASTX 

g2244996 

262 

7.0e-37 

131 

59 

(Z97341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

26802 

145763JL.R1040 
smc700746937.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 



26803 

145785_1.R1040 
jC-gmst02400013e01al 

26804 

145786 1.R1040 
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5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



smc700744318.hl 

BLASTX 

g3549667 

587 

6.0e-61 

136 
85 

(AL031394) Arabidopsis dynamin-like protein ADL2 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



26805 

145799_1.R1040 
dpv701100879.hl 

26806 

145803_1.R1040 
txt700734949.hl 



Seq. No. 

Contig ID 

5 "-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26807 

145828_1.R1040 

pmv7 008 93370. hi 

BLASTX 

gll69198 

267 

2.0e-23 

92 

59 

DNA- DAMAGE- REPAI R/ TOLERAT I ON PROTEIN DRT101 PRECURSOR 

>gi_479738_pir S35270 hypothetical protein - Arabidopsis 

thaliana >gi_166926 (L11367) [Arabidopsis thaliana 
unidentified mRNA sequence, complete cds.], gene product 
[Arabidopsis thaliana] 

26808 

145839J..R1040 

awf700837802.hl 

BLASTX 

g3386597 

169 

1.0e-ll 

48 

71 

(AC004665) unknown protein [Arabidopsis thaliana] 
>gi_3702347 (AC005397) putative permease [Arabidopsis 
thaliana] 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26809 

145844_1.R1040 

kll701202434.hl 

BLASTX 

g3452263 

435 

4.0e-53 

133 

80 

(AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsis 
thaliana] 



4181 



€1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26810 

145846_1.R1040 

txt700735025.hl 

BLASTX 

g730934 

227 

7.0e-19 

102 

46 

QUEUINE TRNA-RIBOSYLTRANSFERASE (TRNA-GUANINE 
TRANSGLYCOS YLASE ) (GUANINE INSERTION ENZYME) 

>gi_2137015_pir S68430 queuine tRNA-ribosyltransf erase (EC 

2.4.2.29), 60K chain - rabbit >gi_623547 (L37420) queuine 
tRNA-ribosyltransf erase [Oryctolagus cuniculus] 



Seq. No. 
Contig ID 
5' -most EST 



26811 

145866_1.R1040 
txt700735055.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26812 

145873_1.R1040 
leu701153435.hl 



Seq. No. 
Contig ID 
S'-most EST 



26813 

145884_1.R1040 
txt700735091.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26814 

145929_1.R1040 

txt700735202.hl 

BLASTX 

g2494174 

444 

3.0e-60 

180 

67 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



26815 

145967_1.R1040 
pxt700944894.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26816 

146045_1.R1040 
txt700735414.hl 



Seq. No. 
Contig ID 
5' -most EST 



26817 

146091_1.R1040 
txt700735488.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



26818 

146129JL.R1040 
txt700735551.hl 
BLASTX 
g440965 



4182 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



281 

4.0e-25 

88 
67 

(S66876) orf in promoter of Lhca3.St.l [Solanum 
tuberosum=potatoes, Peptide Chloroplast, 137 aa] [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5' -most EST 



26819 

146149JL.R1040 
kll701202403.hl 



Seq. No. 
Contig ID 
5' -most EST 



26820 

146156_1.R1040 
txt700735610.hl 



Seq. No. 
Contig ID 
5 '-most EST 



26821 

146163J..R1040 
txt700735623.hl 



Seq. No. 
Contig ID 
5' -most EST 



26822 

146168_1.R1040 
txt700735630.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26823 

146204J..R1040 

xpa700793442.hl 

BLASTN 

g210811 

124 

2.0e~63 

296 

92 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



26824 

146232_1.R1040 

txt700735759.hl 

BLASTX 

g3953463 

188 

3.0e-14 

65 
49 



NCBI Description (AC002328) F20N2.8 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26825 

146237JL.R1040 
zhf700962523.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



26826 

146240JL.R1040 

hrw701058854.hl 

BLASTX 

g3021409 

252 



4183 



# • 



E value 


8.0e-22 


Match, lenath 


86 


% identity 


17 


NCBI Description 


(Y12781) transducin (beta) like 1 protein [Homo sapiens] 


S^a. No. 


26827 


Contig ID 


146248 1.R1040 


5 1 -most EST 


uC-gmropicl04f07bl 




26828 


Contig ID 


146258 1.R1040 


5 1 -most EST 


txt700735801.hl 


Sea. No. 


26829 


Contig ID 


146261_1.R1040 


5 '-most EST 


uC-gmrominsoy086c07bl 


Seq. No. 


26830 


Contig ID 


146338 1.R1040 


5 '-most EST 


jsh701067558.hl 


Seq. No. 


26831 


Pont "i rr TD 


146351 1.R1040 


5 ' -most EST 


txt700735962 .hi 


O C \J ■ LN • 


26832 


font i rr T Ft 


146360 1 R1040 


5 1 -most EST 


txt700735975.hl 


Method 


BLASTX 


NCBI GI 


g3386604 


BLAST score 


322 


E value 


3.0e-30 


Ma i~ 1 p»ri n't - Y\ 


82 


% identity 


76 


NCBI Description 


(AC004665) putative protein kinase [Arabidopsis thaliana 


Sea. No. 


26833 




146411 1.R1040 




fua701040350 hi 


Sea No. 


26834 


Contia ID 


146414 1.R1040 


5 ' -most EST 


kll701214317.hl 


Method 


BLASTX 


NCBI GI 


g3746064 


BLAST score 


145 


"R 1 IIP 1 


6.0e-09 


Mstph 1 enath 


45 


% identitv 


56 


NPRT npqrri ntion 


(AC005311) unknown protein [Arabidopsis thaliana] 


O C <J * LxU • 


26835 


Contig ID 


146423_1.R1040 


5 '-most EST 


uC-gmflminsoyOlOglObl 


Method 


BLASTX 


NCBI GI 


g4091810 


BLAST score 


204 



4184 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



9.0e-16 

112 

54 

(AF053345) fatty acid elongase 3-ketoacyl-CoA synthase 1 
[Arabidopsis thaliana] 

26836 

146450JL.R1040 

txt700736183.hl 

BLASTX 

gl707945 

295 

4.0e-27 

81 

69 

GLYCOGEN OPERON PROTEIN GLGX HOMOLOG 

>gi_1403478_emb_CAA98327_ (Z74020) glgX [Mycobacterium 
tuberculosis] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 



26837 

146452JL.R1040 
epx701108278.hl 

26838 

146456JL.R1040 
txt700736189.hl 



Seq. No. 
Contig ID 
5 '-most EST 



2 6839 

146502_1.R1040 
hrw701062412.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



26840 

146531_2.R1040 
uC-gmropic!07el0bl 

26841 

146538_1.R1040 
txt700736335.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



26842 

146599_1.R1040 

txt700736452.hl 

BLASTX 

g3850587 

212 

4.0e-17 

86 

52 

(AC005278) Strong similarity to gi_2244780 hypothetical 
protein from Arabidopsis thaliana chromosome 4 contig 
gb_Z97335. [Arabidopsis thaliana] 

26843 

146647JL.R1040 
jC-gmfl02220132abl0dl 



Seq. No. 



26844 



4185 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



146706J..R1040 

zhf700960906.hl 

BLASTX 

g3024898 

304 

4.0e-45 

153 

65 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE KIAA0224 (HA4657) >gi_1504028_db j__BAA13213_ 
(D86977) similar to putative ATP-dependent RNA helicase 
K03H1.2 of C.elegans (S41025) [Homo sapiens] >gi_3123906 
(AF038391) pre-mRNA splicing factor [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



26845 

146707_1.R1040 

bth700847556.hl 

BLASTX 

g4115379 

266 

2.0e-27 

119 

55 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

26846 

146736_1.R1040 
jC-gmro02910013f05al 

26847 

146745JL.R1040 

jC-gmfl02220061dllal 

BLASTX 

g2826884 

352 

6.0e-33 

151 

51 

(AJ223635) transcription factor IIA large subunit 
[Arabidopsis thaliana] 

26848 

146792_1.R1040 

kmv700740644.hl 

BLASTN 

g3510343 

47 

2.0e-17 

95 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MJC20, complete sequence [Arabidopsis thaliana] 

26849 

146801_1.R1040 
txt700736866.hl 



4186 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26850 

146811JL.R1040 

txt700736883.hl 

BLASTX 

gl046278 

361 

8.0e-35 

93 

77 

(U28645) PvAlf [Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 



26851 

146883_1.R1040 
txt700737027.hl 



Seq. No. 
Contig ID 
5' -most EST 



26852 

146911JL.R1040 
jsh701065542.hl 



Seq. No. 
Contig ID 
5' -most EST 



26853 

147007JL. R1040 
jC-gmle01810006g05al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26854 

147027_1.R1040 

sat701010749.hl 

BLASTX 

g4263524 

169 

4.0e-12 

95 
40 

(AC00404 4) hypothetical protein [Arabidopsis thaliana] 
26855 

147058_1.R1040 

uC-gmrominsoyl25f 08bl 

BLASTX 

gll6923 

329 

1.0e-30 

107 
58 

COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi_111414_pir S13520 beta-COP protein - rat 

>gi_55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



26856 

147058_2.R1040 

sat701005136.hl 

BLASTX 

gl!6923 

211 

6.0e-17 
75 



4187 



% identity 56 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



COATOMER BETA SUBUNIT (BETA-COAT PROTEIN) (BETA-COP) 

>gi 111414_pir S13520 beta-COP protein - rat 

>gi~55819_emb_CAA40505_ (X57228) beta COP [Rattus 
norvegicus] 

26857 

147Q62_1.R1040 

g5126378 

BLASTX 

g2462749 

265 

4.0e-23 

145 

41 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

26858 

147070_1.R1040 

kll701211321.hl 

BLASTX 

g3924599 

153 

6.0e-10 

126 

29 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 
26859 

147072_1.R1040 
txt700737512.hl 

26860 

147114JL.R1040 

txt700737589.hl 

BLASTX 

g2160156 

441 

7.0e-44 
122 
70 

(AC000132) 
synthetase 



Strong similarity to S. pombe leucyl-tRNA 
(gb_Z73100) . [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



26861 

147125J..R1040 
txt700737617.hl 

26862 

147148JL.R1040 

zhf700963702.hl 

BLASTN 

gl370187 

185 

1.0e-99 
265 



4188 



% identity 92 

NCBI Description L.japonicus mRNA for small GTP-binding protein, RAB7D 



Seq. No. 
Contig ID 
5 '-most EST 



26863 

147174_1.R1040 
rrt700645903.hl 



Seq- No. 
Contig ID 
5' -most EST 



26864 

147180_1.R1040 
rrt700645913.hl 



Seq. No. 

Contig ID 
5 '-most EST 



26865 

147183JL.R1040 
rrt700645918.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



26866 

147195_1.R1040 
jC-gmst02400004alldl 

26867 

147212JL.R1040 
fC-gmro700843925h2 

26868 

147212_2.R1040 
jsh701068555.hl 

26869 

147213_1.R1040 

zhf700952872.hl 

BLASTX 

g2829923 

410 

2.0e-40 

108 

42 

(AC002291) Similar to uridylyl transferases [Arabidopsis 
thaliana] 

26870 

147214_1.R1040 

rrt700645957.hl 

BLASTX 

g4559356 

209 

6.0e-17 

72 
12 

(AC006585) hypothetical protein [Arabidopsis thaliana] 



26871 

147225JL. 

g4298675 

BLASTX 

g3176709 

198 

5.0e-15 



R1040 



4189 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



187 
32 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 

26872 

147311_1.R1040 
rrt700646090.hl 

26873 

147323J..R1040 

wrg700785919.h2 

BLASTX 

g3024871 

171 

2.0e-12 

71 

48 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp.] 

26874 

147349_1.R1040 

wrg700785953.h2 

BLASTX 

gl076315 

381 

4.0e-37 

83 

86 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA60794_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 

26875 

147389J..R1040 

bth700846474.hl 

BLASTX 

g3913425 

663 

7.0e-70 

133 

95 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

26876 

147396_1.R1040 
sat701007529.hl 



Seq. No. 
Contig ID 
5' -most EST 



26877 

147396_2.R1040 
wrg700786022.h2 



4190 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



26878 

147407_1.R1040 
asn701135857.hl 

26879 

147410_1.R1040 

fC-gmle7000786045al 

BLASTX 

gl31754 

145 

1.0e-08 

81 
41 

PPLZ02 PROTEIN >gi_99973_pir S11881 hypothetical protein 

(clone pPLZ2) - large-leaved lupine >gi_19507_emb_CAA36069_ 
(X51767) put. pPLZ2 product (AA 1-164) [Lupinus 
polyphyllus] 

26880 

147412JL.R1040 

fde700873366.hl 

BLASTX 

g2829895 

336 

6.0e-32 

81 

78 

(AC002311) hypothetical protein [Arabidopsis thaliana] 
26881 

147420JL.R1040 

wrg700786058.h2 

BLASTX 

g3776025 

410 

2.0e-40 

97 

78 

(AJ01047 4) RNA helicase [Arabidopsis thaliana] 
26882 

147448_1.R1040 
fua701040174.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



26883 

147468_1.R1040 
asn701136493.hl 

26884 

147499_1.R1040 

zhf700958443.hl 

BLASTX 

g4455131 

224 

3.0e-18 
132 



4191 



% identity 19 

NCBI Description (AF129433) histone deacetylase HDA2 [Drosophila 
melanogaster] 

Seq. No. 26885 

Contig ID 147516_1 . R1040 

5' -most EST pcp700993668.hl 

Method BLASTX 

NCBI GI g3023070 

BLAST score 229 

E value 2.0e-19 

Match length 84 

% identity 54 

NCBI Description (AF053702) hypothetical protein [Mesembryanthemum 
crystallinum] 

Seq. No. 26886 

Contig ID 147521JL .R1040 

5' -most EST fC-gmle7000786228al 

Method BLASTX 

NCBI GI g3411266 

BLAST score 458 

E value 2.0e-63 

Match length 147 

% identity 79 

NCBI Description (AF080567) pullulanase-type starch debranchmg enzyme [Zea 
mays] 

Seq. No. 26887 

Contig ID 147568JL .R1040 

5 f -most EST sat701004052 . hi 

Method BLASTX 

NCBI GI g4263784 

BLAST score 275 

E value 2.0e~47 

Match length 176 

% identity 53 

NCBI Description (AC006068) putative glycogenin-2 protein [Arabidopsis 
thaliana] 

26888 

147604_1.R1040 
fua701037144.hl 
BLASTX 
gl703292 
434 

2.0e-53 
131 
78 

HIGH AFFINITY AMMONIUM TRANSPORTER >gi_55121 9__emb_CAA5 3 4 7 3_ 
(X75879) amtl [Arabidopsis thaliana] 

Seq. No. 26889 

Contig ID 147626_1 . R1040 

5' -most EST wrg700786484 .hi 

Seq. No. 26890 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4192 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



147653_1.R1040 

wrg700792050.hl 

BLASTX 

g3193330 

315 

6.0e-29 

131 

50 

(AF069299) contains similarity to Medicago sativa corC 
(GB:L22305) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26891 

147675J..R1040 

jC-gmro02910037e08dl 

BLASTX 

g2764806 

373 

9.0e-36 

91 

74 

(X7 854 8) epoxide hydrolase [Glycine max] 



Seq. No. 
Contig ID 
5 '-most EST 



26892 

147680_1.R1040 
g5753630 



Seq. No. 
Contig ID 
5' -most EST 



26893 

147719_1.R1040 
wrg700786807.h2 



Seq. No. 

Contig ID 
5' -most EST 



26894 

147726JL.R1040 
wrg700786703.h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26895 

147731_1.R1040 

vzy700752415.hl 

BLASTX 

g4220512 

200 

6.0e-16 

53 
68 

(AL035356) putative pectate lyase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26896 

147732_2.R1040 
yuv700862822.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



26897 

147737_1.R1040 

wrg700788813.h2 

BLASTN 

gl68702 

255 

1.0e-141 
279 



4193 



# 



% identity 98 

NCBI Description Corn 22 kDa zein protein gene, complete cds 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method - 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



26898 

147740_1.R1040 
leu701154242.hl 

26899 

147753JL.R1040 
wrg7Q0788061.hl 

26900 

147765_1.R1040 
wrg700786754.h2 

26901 

147792_1.R1040 

wrg700786840.h2 

BLASTN 

g!68681 

243 

1.0e-134 

259 

98 

Maize 19 kDa zein mRNA, clone cZ19Dl, complete cds. 
>gi_270686__gb_I03333_ Sequence 8 from Patent US 

26902 

147793_1.R1040 
wrg700786793.h2 

26903 

147803JL.R1040 

fC-gmro7000747078rl 

BLASTX 

g4432846 

372 

2.0e-35 

121 

64 

(AC006283) unknown protein [Arabidopsis thaliana] 
26904 

147821JL.R1040 
wrg700786834.h2 

26905 

147832J..R1040 
jC-gmst024 00039hl2al 

26906 

147887_1.R1040 
wrg700786944.h2 

26907 

147887__2.R1040 
smc700744330.hl 



4194 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26908 

147911_1.R1040 

zhf700960751.hl 

BLASTX 

g3033384 

221 

8.0e-18 

55 
75 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 



Seq* No. 
Contig ID 
5 T -most EST 



26909 

147930_1.R1040 
g4293163 



Seq. No. 
Contig ID 
5' -most EST 



26910 

147940_1.R1040 
rlr700900634.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26911 

147941_1.R1040 

jsh701067675.hl 

BLASTX 

g!29726 

201 

1.0e-15 

129 

38 

PROTEIN DISULFIDE ISOMERASE PRECURSOR (PDI) (PROLYL 
4 -HYDROXYLASE BETA SUBUNIT) (CELLULAR THYROID HORMONE 

BINDING PROTEIN) (P55) >gi_68464__pir ISBOSS protein 

disulfide-isomerase (EC 5.3.4.1) precursor - bovine 
>gi 163497 (M17596) PDI (E . C . 5 . 3 . 4 . 1 ) [Bos taurus] 



Seq. No. 

Contig ID 
5' -most EST 



26912 

147953_1.R1040 
gsv701054945.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26913 

147986_1.R1040 

g4396513 

BLASTX 

g3482913 

169 

6.0e-12 

127 
32 

(AC003970) Similar to MtN21, gi_2598575, Megicago 
truncatula nodulation induced gene [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



26914 

147995_1.R1040 
wrg700787103.h2 



Seq. No. 
Contig ID 



26915 

147999 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



uC-gmrominsoy298e04bl 

BLASTX 

g4455153 

158 

2.0e-10 

107 
68 

(AL022198) 



putative protein [Arabidopsis thaliana] 



26916 

148010_1.R1040 

fua701037886.hl 

BLASTN 

gl70645 

334 

0.0e+00 

477 

93 

Vigna aconitifolia pyrroline-5-carboxylate synthetase 
associated mRNA sequence. >gi_247174 6_gb_I47781_I47781 
Sequence 1 from patent US 

26917 

148015JL.R1040 

wrg700787129.h2 

BLASTX 

g4519671 

228 

1.0e-18 

70 

57 

(AB017693) transfactor [Nicotiana tabacum] 
26918 

148045_1.R1040 

wrg700787173.h2 

BLASTX 

g3152558 

519 

9.0e-53 

139 

74 

(AC00298 6) Similar to M. tuberculosis gene gb_Z96072 and M. 
leprae gene gb_400019. [Arabidopsis thaliana] 

26919 

148051_1.R1040 
wrg700787183.h2 

26920 

148066_1.R1040 
wrg700787217.h2 

26921 

148068JL.R1040 

fC-gmle700788247a4 

BLASTX 
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NCBI GI 


g4567279 


BLAST score 


432 


E value 


1.0e-42 


Match length 


105 


% identity 


74 


NCBI Description 


(AC006841) 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



[Arabidopsis thaliana] 
26922 

148088_1.R1040 
jC-gmfl02220148c07al 

26923 

148091_1.R1040 

g5127006 

BLASTX 

g2160161 

207 

5.0e-16 

162 

11 

(AC000132) F21M12.7 gene product [Arabidopsis thaliana] 
26924 

148098_1.R1040 

xzm700763723.hl 

BLASTN 

g3493646 

79 

3.0e-36 

187 

86 

Pimpinella brachycarpa transcription activator (MADS1) 
mRNA, complete cds 

26925 

148177_1.R1040 

zzp700829984.hl 

BLASTX 

g2194142 

259 

4.0e-22 

112 

47 

(AC002062) ESTs gb_N38288, gb_T43486, gb_AA395242 come from 
this gene. [Arabidopsis thaliana] 

26926 

148184_1.R1040 
wrg700787429.h2 

26927 

148191J..R1040 

g5606337 

BLASTX 

g4432846 

398 
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© 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq . No . 
Contig ID 
S'-most EST 



common ice 



3.0e-56 

268 
47 

(AC006283) unknown protein [Arabidopsis thaliana] 
26928 

148193_1.R1040 
g5607183 
BLASTX 
gl084301 
684 

4.0e-72 
172 
81 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) 
plant >gi_559471_emb_CAA55143_ (X78347) 
pyruvate, orthophosphate dikinase [Mesembryanthemum 
crystallinum] 

26929 

148203_1.R1040 

wrg700787450.h2 

BLASTX 

g4538911 

151 

3.0e-22 

85 

67 

(AL04 94 82) hypothetical protein [Arabidopsis thaliana] 
26930 

148206_1.R1040 

wrg700787453.h2 

BLASTX 

g2499989 

144 

3.0e-09 

85 

39 

PEPTIDYL-TRNA HYDROLASE (PTH) >gi_1001232_db j_BAA10473_ 
(D64003) peptidyl-tRNA hydrolase [Synechocystis sp.] 

26931 

148220J..R1040 

g5509244 
BLASTX 
gl001253 
241 

4.0e~20 

140 

41 

(D64003) hypothetical protein [Synechocystis sp.] 
26932 

148254JL.R1040 
zhf700956404.hl 
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# • 



Seq. No. 


26933 


Contig ID 


148264J..R1040 


5' -most EST 


wrg700787537.hl 


Seq. No. 


26934 


Contig ID 


148276_1.R1040 


5 '-most EST 


jC-gmst02400043f08al 


Seq. No. 


26935 


Contig ID 


148282 1.R1040 


5 1 -most EST 


zhf700964075.hl 


Seq. No. 


26936 


Contig ID 


148288 1.R1040 


5' -most EST 


pxt700943466.hl 


Method 


BLASTX 


NCBI GI 


g3414930 


BLAST score 


164 


E value 


7.0e-ll 


Match length 


113 


% identity 


34 


NCBI Description 


(AF076599) FutA [Dictyostelium discoideum] 


Seq. No. 


26937 


Contig ID 


148302_1.R1040 


S'-most EST 


uC-gmf Iminsoy022d03bl 


Seq. No. 


26938 


Contig ID 


148306 1.R1040 


5 '-most EST 


jC-gmfl02220141e08al 


Method 


BLASTX 


NCBI GI 


g2827701 


BLAST score 


149 


E value 


3.0e-09 


Match length 


101 


% identity 


34 


NCBI Description 


(AL021684) predicted protein [Arabidopsis thaliana 


Seq. No. 


26939 


Contig ID 


148313JL.R1040 


5 '-most EST 


zhf700957008.hl 


Seq. No. 


26940 


Contig ID 


148353 1.R1040 


5 '-most EST 


wrg700787647.h2 


Seq. No. 


26941 


Contig ID 


148359 1.R1040 


5' -most EST 


wrg700787654.h2 


Method 


BLASTX 


NCBI GI 


g2827631 


BLAST score 


236 


E value 


2.0e-19 


Match length 


90 


% identity 


62 


NCBI Description 


(AL021636) putative protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 



# 



26942 

148363_1.R1040 

jex700906321.hl 

BLASTX 

g2731443 

214 

5.0e-17 

185 

32 

(U96923) [prot= cDNA of the glycoamidase gene [Aspergillus 
niger] 

26943 

148385_1.R1040 
uC-gmflitiinsoy079h05bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26944 

148391JL. R1040 

jC-gmro02800030g06al 

BLASTX 

g2414593 

385 

4.0e-37 

155 

52 

(Z99258) 
pombe] 



molybdopterin biosynthesis [Schizosaccharomyces 



26945 

148395_1.R1040 

fua701042184.hl 

BLASTN 

g4322474 

40 

3.0e-13 

100 

85 

Eucalyptus globulus subsp. globulus putative MADS box 
transcription factor ETL mRNA, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 



26946 

148397_1.R1040 
leu701154637.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



26947 

148401JL.R1040 
wrg700789607.h2 

26948 

148409JL.R1G40 
wrg700787720.h2 



Seq. No. 
Contig ID 
5 '-most EST 



26949 

148424_1.R1040 
uC-gmrominsoy307h06bl 



Seq. No. 



26950 
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o 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 
Method 
NCBI GI 
BLAST score 



148437J..R1040 
wrg700787755.h2 

26951 

148449_1.R1040 
wrg700787770.h2 

26952 

148467_1.R1040 

zsg701121122.hl 

BLASTN 

g2477521 

41 

1.0e-13 

128 

87 

Arabidopsis thaliana chromosome I BAC F22K20 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

26953 

148467_2.R1040 
wrg700787790.h2 

26954 

148481_1.R1040 
wrg700787814.h2 

26955 

148520JL.R1040 

wrg700787858.h2 

BLASTX 

g3643604 

212 

3.0e-17 

98 
4 

(AC005395) receptor-like protein kinase [Arabidopsis 
thaliana] 

26956 

148543_1.R1040 

zhf700955802.hl 

BLASTX 

g2252840 

356 

5.0e-34 

107 

59 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

26957 

148551_1.R1040 

jC-gmle01810033c09a2 

BLASTX 

g4455367 

454 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 



4.0e-45 

164 

57 

(AL035524] 



putative protein [Arabidopsis thaliana] 



26958 

148557_1.R1040 
jC-gmst02400014f08dl 

26959 

148574_1.R1040 
pcp700994010.hl 

26960 

148583_1.R1040 

wrg700787970.hl 

BLASTX 

g3540184 

404 

1.0e-39 

110 

59 

(AC004122) Similar to endoxylanases [Arabidopsis thaliana] 
26961 

148590_1.R1040 

ujr700646607.hl 

BLASTX 

gl084301 

986 

1.0e-107 

214 

86 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) - common ice 

plant >gi_559471_emb_CAA55143_ (X78347) 

pyruvate, orthophosphate dikinase [Mesembryanthemum 

crystallinum] 

26962 

148600_1.R1040 

pcp700992466.hl 

BLASTX 

g2760836 

156 

1.0e-10 

67 

20 

(AC003105) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 

26963 

148625_1.R1040 
wrg700788049.hl 

26964 

148627_1.R1040 
wrg700788052.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 
5' -most EST 



BLASTX 

g3004655 

327 

2.0e-30 

140 

52 

(AF017777) waclaw [Drosophila melanogaster] 
26965 

148629JL.R1040 
wrg700788056.hl 

26966 

148632_1.R1040 
all700863205.hl 



Seq. No. 
Contig ID 
5' -most EST 



26967 

148660JL.R1040 
g4291611 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 



26968 

148697JL.R1040 
wrg700788214.hl 

26969 

148720__1.R1040 
fua701038872.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



26970 

148721JL.R1040 
gsv701051145.hl 
BLASTX 
g461729 
251 

8.0e-22 
63 
75 

10 KD CHAPERON IN 
>gi_2 14 67 4 4_pir_ 
Arabidopsis thaliana >gi_l 66 6 62 
[Arabidopsis thaliana] 



(PROTEIN CPN10) (PROTEIN GROES) 
S65597 probable chaperonin, 10K - 

L02843) 10 kDa chaperonin 



26971 

148780_1.R1040 

wrg700788389.hl 

BLASTX 

g2264382 

257 

2.0e-22 

79 

58 

(AC002354) putative tetracycline transporter-like protein 
[Arabidopsis thaliana] 

26972 

148827_1.R1040 
leu701152971.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



BLASTX 

g3550661 

276 

2.0e-24 

66 

40 

(AJ001310) 
tuberosum] 



39 kDa EF-Hand containing protein [Solanum 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26973 

148874_1.R1040 

dpv701096930.hl 

BLASTX 

g3298548 

371 

7.0e-36 

95 

76 

(AC004681) putative spliceosomal protein [Arabidopsis 
thaliana] 

26974 

148877_1.R1040 

wrg700788603.hl 

BLASTX 

g3023930 

135 

4.0e-12 

49 

67 

HISTONE DEACETYLASE 1 (HD1) >gi_2654077__gb_AAB87 685_ 
(AF032919) histone deacetylase [Strongylocentrotus 
purpuratus] 

26975 

148879JL.R1040 

jsh701065770.hl 

BLASTX 

g3513747 

251 

2.0e-21 

98 

53 

(AF080118) contains similarity to reverse transcriptases 
(Pfam; rvt.hmm, score: 11.19) [Arabidopsis thaliana] 

26976 

148904JL.R1040 

g4295808 

BLASTX 

g4218011 

241 

4.0e-20 

172 

41 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721_gb_AAD15491_ (AC006439) putative 
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o 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



serine/threonine protein kinase [Arabidopsis thaliana] 
26977 

148917_1.R1040 
uC-gmflminsoy078h07bl 

26978 

149002J..R1040 
euj700697968.hl 

26979 

149009_1.R1040 

xpa700797596.hl 

BLASTX 

g3128176 

384 

1.0e-36 

150 
47 

(AC004521) unknown protein [Arabidopsis thaliana] 
26980 

149015J..R1040 

jsh701065581.hl 

BLASTX 

g3033398 

467 

1.0e-46 

113 

76 

(AC004238 } putative phosphoribosylaminoimidazolecarboxamide 
formyltransf erase [Arabidopsis thaliana] 

26981 

149062JL.R1040 

wrg700789023.h2 

BLASTX 

g3643088 

114 

4.0e-09 

117 

46 

(AF075581) protein phosphatase-2C; 
crystallinum] 



PP2C [Mesembryanthemum 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



26982 

149065_1.R1040 

epx701107708.hl 

BLASTX 

g537313 

1276 

l.Ge-141 

287 
53 

(L36159) unknown protein 



[Medicago sativa] 



Seq. No. 



26983 
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II 



Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



149082_1.R1040 
fC-gmse7000751091dl 

26984 

149095_1.R1040 
jex700905143.hl 

26985 

149106_1.R1040 

wrg7007'89096.h2 

BLASTX 

g3128228 

584 

1.0e-60 

118 
92 

(AC004077 
thaliana] 



putative ribosomal protein L18A [Arabidopsis 
>gi_3337376 (AC004481) putative ribosomal protein 



L18A [Arabidopsis thaliana] 
26986 

149115_1.R1040 
wrg700789117.hl 

26987 

149117JL.R1040 
jC-gmle01810060c09dl 

26988 

149117__2.R1040 
g5677527 

26989 

149142JL.R1040 
smc700748115.hl 

26990 

149143_1.R1040 

wrg700789212.h2 

BLASTX 

g3355308 

766 

2.0e-81 

256 

60 

(AJ009695) wall-associated kinase 4 [Arabidopsis thaliana] 
26991 

149148_1.R1040 
pcp700993475.hl 



26992 

149160_1, 

g4314069 

BLASTX 

g2493895 

671 



R1040 



4206 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-70 

191 

67 

CYSTEINE SYNTHASE ( O-ACET YLSERINE SULFHYDRYLASE) 
( O-ACET YLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1071911_pir S46438 cysteine synthase (EC 4.2.99.8) 

watermelon >gi_540497_dbj__BAA05965_ (D28777) cysteine 
synthase [Citrullus lanatus] 



26993 

149168_1.R1040 

wrg700789246.h2 

BLASTX 

g3953463 

360 

1.0e-34 

91 

78 

(AC002328) F20N2, 



8 [Arabidopsis thaliana] 



26994 

149176_1.R1040 
wrg700789255.h2 

26995 

149188_1.R1040 

wrg700789268.h2 

BLASTX 

g3980410 

209 

2.0e-16 

141 

35 

(AC004561) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



26996 

149193JL.R1040 
wrg700789275.h2 



Seq. No. 
Contig ID 
5" -most EST 



26997 

149193_2.R1040 
uC-gmflminsoy080cllbl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



26998 

149198_1.R1040 

wrg700789285.h2 

BLASTX 

g3402683 

570 

9.0e-61 

155 
75 

(AC004 697) patatin-like protein [Arabidopsis thaliana] 
26999 

149204 1.R1040 



4207 



5' -most EST 



# 



hrw701061007.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27000 

149204_2.R1040 
uC-gmronoir015d09bl 

27001 

149219_1.R1040 
uC-gmropic092bl2bl 

27002 

149228_1.R1040 

zhf700956157.hl 

BLASTX 

g4314357 

262 

9.0e-23 

153 

32 

(AC006340) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

27003 

149229JL.R1040 

uC-gmflminsoy04 6f 04bl 

BLASTX 

g4567227 

581 

5.0e-60 

197 

60 

(AC007119) 
thaliana] 



putative transport protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



27004 

149246_1.R1040 
wrg700789354.h2 

27005 

149248_1.R1040 

rca701001671.hl 

BLASTX 

g437327 

689 

2.0e-72 

130 

94 

(L04497) MYB A; putative [Gossypium hirsutum] 
27006 

149250JL.R1040 

uC-gmf Iminsoy012a03bl 

BLASTN 

gl218003 

184 

5.0e-99 
391 



4208 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Glycine max dynamin-like protein SDL5A mRNA, complete cds 
27007 

149281JL.R1040 

crh700854590.hl 

BLASTX 

g2980777 

262 

7.0e-23 

123 
45 

(AL022198) putative protein [Arabidopsis thaliana] 
27008 

149293JL.R1040 
zzp700831677.hl 

27009 

149296J..R1040 

fde700875241.hl 

BLASTX 

g2435517 

319 

7.0e-30 

84 

68 

(AF024504) contains similarity to peptidase family Al 
[Arabidopsis thaliana] 

27010 

149333JL.R1040 
wrg700789476.h2 

27011 

149339_1.R1040 

bth700843894.hl 

BLASTX 

g2129918 

149 

5.0e-10 

62 

53 

BPF-1 protein - parsley >gi_396197_emb_CAA48413_ (X68337) 
BPF-1 [Petroselinum crispum] >gi__441310_emb_CAA44518__ 
(X62653) BPF-1 [Petroselinum crispum] 

27012 

149342_1.R1040 

kll701204637.hl 

BLASTX 

g2809246 

260 

8.0e-23 

70 

67 

(AC002560) F2401.15 [Arabidopsis thaliana] 



4209 



Seq. No. 


27013 


Contig ID 


149363 1.R1040 


5' -most EST 


pmv700892134.nl 


Method 


BLASTX 


NCBI GI 


g529707 


BLAST score 


180 


E value 


3.0e-16 


Match length 


89 


% identity 


47 


NCBI Description 


(U13070) No definit 


Seg. No* 


27014 


Contig ID 


149364 1.R1040 


5' -most EST 


wrg700789519.h2 


Method 


BLASTX 


NCBI GI 


g3600061 


BLAST score 


181 


E value 


1.0e-13 


Match length 


44 


% identity 


70 


NCBI Description 


(AF080120) contains 



found [Caenorhabditis elegans] 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



27015 

149371_1. 

g4300575 

BLASTX 

gl765899 

753 

3.0e-80 

174 

74 

(Y07917) 
(U86700) 



R1040 



Spot 3 protein [Arabidopsis thaliana] >gi_1839244 
EGF receptor like protein [Arabidopsis thaliana] 



27016 

149380_1.R1040 

wrg700789542.h2 

BLASTX 

g3695408 

149 

1.0e-09 

73 

45 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi__4538956_emb_CAB39780 . 1_ (AL04 9488) probable 
wound-induced protein [Arabidopsis thaliana] 

27017 

149398JL.R1040 
kl!701206935.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27018 

149398_2.R1040 
zsg701121559.hl 



4210 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



27019 

149413JL.R1040 
wrg700789585.h2 

27020 

149425_1.R1040 

zhf700961927.hl 

BLASTX 

g2369714 

633 

5.0e-66 

186 

71 

(Z97178) elongation factor 2 



[Beta vulgaris] 



27021 

149425_2.R1040 

leu701146156.hl 

BLASTX 

g2369714 

138 

1.0e-10 

50 
82 

(Z97178) elongation factor 2 [Beta vulgaris] 
27022 

149450JL.R1040 

wrg700789631.h2 

BLASTN 

g3985958 

50 

3.0e-19 

170 
82 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MZN1, complete sequence [Arabidopsis thaliana] 

27023 

149458JLR1040 
wrg700789641.h2 

27024 

149462_1.R1040 

jC-gmle01810087b04al 

BLASTX 

g476961 

586 

1.0e-60 

167 

71 

chromodomain-helicase-DNA-binding protein, CHD-1 
27025 

149470_1.R1040 
vzy700755452.hl 



PI clone 



mouse 



4211 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27026 

149493_1.R1040 
jC-gmst02400004g01dl 

27027 

149535JL.R1040 

wrg700789744.hl 

BLASTX 

gll68654 

312 

6.0e-29 

78 

69 

BETA-GALACTOS I DASE PRECURSOR (LACTASE) 

>gi_542198_pir S41889 beta-galactosidase (EC 3.2.1.23) - 

garden asparagus >gi_452712_emb_CAA54 525_ (X77319) 
beta-galactosidase [Asparagus officinalis] 

27028 

149564JL.R1040 

cfl700863631.hl 

BLASTX 

g2583123 

243 

1.0e-20 

77 

60 

(AC002387) putative nucleotide sugar epimerase [Arabidopsis 
thaliana] 

27029 

149596_1.R1040 
wrg700789823.h2 

27030 

149615_1.R1040 
g4302093 

27031 

149619_1.R1040 

jC-gmle01810004e04al 

BLASTX 

g3328240 

425 

6.0e-42 

125 

62 

(AF064775) early nodule-specific protein [Medicago 
truncatula] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



27032 

149635_1.R1040 
jC-gmst02400045f07al 

27033 

149670 1.R1040 



4212 



5 '-most EST 



CI 



bth700847278.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



27034 

149676_1.R1040 
wrg700789950.h2 

27035 

149678J..R1040 
jC-gmst02400031g08dl 

27036 

149680J..R1040 

jC-gmle01810012c09dl 

27037 

149717__1.R1040 
wrg700790013.h2 

27038 

149721_1.R1040 
awf700838213.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



27039 

149733_1.R1040 
wrg700790036.h2 

27040 

149737JL.R1040 
leu701147009.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27041 

149741_1.R1040 
wrg700790044.h2 

27042 

149790_1.R1040 

wrg700790186.hl 

BLASTX 

g3643611 

480 

4.0e-48 

103 

86 

(AC005395) putative casein kinase [Arabidopsis thaliana] 
27043 

149814_1.R1040 

asn701138651.hl 

BLASTX 

g3603401 

304 

5.0e-28 

92 

63 

(AF083333) cinnamyl- alcohol dehydrogenase [Medicago sativa] 



Seq. No. 



27044 



4213 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



149817J..R1040 

g5752548 

BLASTX 

g3757520 

174 

2.0e-12 

142 
40 

(AC005167) unknown protein 



[Arabidopsis thaliana] 



27045 

149844J..R1040 

wrg700790274.h2 

BLASTN 

g2293111 

165 

1.0e-87 

456 

84 

V.faba mRNA for potassium channel 
27046 

149871_1.R1040 

wrg700790603.h2 

BLASTX 

g498038 

303 

5.0e-28 

82 
63 

(L33792) lipid transfer protein [Senecio odorus] 
27047 

149877_1.R1040 
wrg700790319.h2 

27048 

149882_1.R1040 
wrg700790324.h2 

27049 

149883_1.R1040 
wrg700790325.h2 

27050 

149889JL.R1040 
wrg700790435.h2 

27051 

149893JL.R1040 
gsv701049523.hl 

27052 

149911_1.R1040 
rca701001536.hl 
BLASTX 
g3738298 



4214 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 

8.0e-12 

93 
41 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27053 

149912J..R1040 

fC-gmst700790363y3 

BLASTX 

g462147 

755 

1.0e-80 

154 

92 

GLUCOSE-6-PHOSPHATE ISOMERASE, CYTOSOLIC (GPI) 
(PHOSPHOGLUCOSE ISOMERASE) (PGI) { PHOSPHOHEXOSE ISOMERASE) 

(PHI) >gi_541866_pir S41808 glucose-6-phosphate isomerase 

(EC 5.3.1.9) - Arabidopsis thaliana 

>gi_415923_emb_CAA48940_ (X69195) glucose-6-phosphate 
isomerase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



27054 

149918JL.R1040 
jC-gmst02400007h06al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27055 

149923_1.R1040 

leu701146762.hl 

BLASTX 

g4140026 

655 

1.0e-68 

196 
64 

(AB009370) flavonoid 3-O-galactosyl transferase [Vigna 
mungo ] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27056 

149924JL.R1040 

jC-gmfl02220052gl0al 

BLASTX 

g3176725 

375 

5.0e-36 

151 

48 

(AC002392) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27057 

149925_2.R1040 
epx701104301.hl 



Seq. No. 
Contig ID 



27058 

149926 1.R1040 



4215 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wrg700790636.h2 

BLASTX 

g2854049 

148 

3.0e-09 

80 
39 

(AF044260) receptor serine /threonine kinase; protein kinase 
[Oryza sativa] 



Seq. No. 


27059 


fnnt i rr TD 

^ J. 1 l. x y X u 


149933 1.R1040 


5 '-most EST 


zhf700953875.hl 


Method 


BLASTX 


NCBI GI 


g4508077 


1 1 J. 1~ 1 J- O V_# W \^ 


213 


E value 


3.0e-17 


Match length 


73 


O X UCll L. X L. _y 


59 
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E value 


4.0e-12 


Match length 


83 
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JNo-Dx vj-L 


rr?Q4 7069 


BLAST score 


144 


E value 


2.0e-09 


ridLOll iciiy Lil 


66 
\j \j 


% identity 


56 


NCBI Description 


(AC002521) unknown protein [Arabidopsis thai 


Seq. No. 


27062 


Contig ID 


150015 1.R1040 


5' -most EST 


fde700875304.hl 


Method 


BLASTX 


NCBI GI 


g3005983 


BLAST score 


461 


E value 


2.0e-46 


Match length 


104 


% identity 


84 


NCBI Description 


(Y14387) lycopene epsilon-cyclase [Lycopersi 


Seq. No. 


27063 


Contig ID 


150033_1.R1040 



4216 



© 



5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



wrg700790543.h2 
27064 

150050J..R1040 
wrg700790567.h2 

27065 

150086JL.R1040 

wrg700790621.h2 

BLASTX 

g4432848 

158 

7.0e-19 

80 

74 

(AC006300) hypothetical protein [Arabidopsis thaliana] 
27066 

150098_1.R1040 
wrg700790641.h2 

27067 

150118_1.R1040 

rca700997004.hl 

BLASTX 

g3914239 

209 

1.0e-16 

73 

53 

PROTEIN PHOSPHATASE 2C ABI2 (PP2C) 

>gi_1945140_emb_CAA70163_ (Y08966) ABI2 protein phosphatase 
2C [Arabidopsis thaliana] >gi_l 94514 2_emb_CAA70162_ 
(Y08965) ABI2 protein phosphatase 2C [Arabidopsis thaliana] 
>gi_2564213_emb_CAA72538_ (Y11840) ABI2 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



27068 

150131JL.R1040 
jC-gmst024 00006b05al 

27069 

150138_1.R1040 
sat701014816.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27070 

150146_1.R1040 

wrg700790712.hl 

BLASTX 

gll67982 

689 

3.0e-76 

266 

57 

(U43892) ABC transporter-7 [Mus musculus] 



Seq. No. 



27071 



4217 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150151_1.R1040 

jex700904456.hl 

BLASTN 

g534971 

251 

1.0e-139 

419 

90 

V.faba (var. minor) mRNA for alpha 1,4-glucan phosphorylase 
L isoform 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27072 

150178JL.R1040 

jC-gmfl02220080g02al 

BLASTX 

g2773249 

175 

2.0e-12 

77 
45 

(AF039707) glutamate carboxypeptidase II 
norvegicus] 



[Rattus 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27073 

150181_1.R1040 

wrg700790777.hl 

BLASTX 

g4262186 

515 

3.0e-52 

125 

77 

(AC005508) Highly similar to cullin 3 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



27074 

150183_1.R1040 
bth700846128.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27075 

150245_1.R1040 

wrg700790893.hl 

BLASTX 

g2618689 

362 

2.0e-34 

106 

74 

(AC002510) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



27076 

150246JL.R1040 
wrg700790894.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27077 

150272JL.R1040 
wrg700791278.hl 



4218 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



27078 

150285_1.R1040 
wrg700790970.hl 

27079 

150293_1.R1040 
epx701107494.hl 

27080 

150313_1.R1040 
uC-gmronoir064g02bl 

27081 

150335J..R1040 
zsg701118364.hl 

27082 

150338_1.R1040 

wrg700791052.hl 

BLASTX 

g3420054 

173 

1.0e-12 

78 

45 

(AC004680) unknown protein [Arabidopsis thaliana] 
27083 

150352_1.R1040 

wrg700791071.hl 

BLASTX 

g2674203 

444 

2.0e-44 

96 

92 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 

27084 

150363JL.R1040 
eep700868248.hl 

27085 

150365_1.R1040 
g5677813 

27086 

150377_1.R1040 
g5342507 

27087 

150380JL.R1040 
wrg700791131.hl 



Seq. No. 



27088 



4219 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



150387_1.R1040 

vzy700756265.hl 

BLASTX 

gll74470 

295 

1.0e-26 

97 

60 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
(INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi_1588285__prf 2208301A 

integral membrane protein [Mus musculus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27089 

150387_2.R1040 

g5753716 

BLASTX 

gl!74470 

253 

7.0e-22 

70 

63 

OLIGOSACCHARYL TRANSFERASE STT3 SUBUNIT HOMOLOG (B5) 
{INTEGRAL MEMBRANE PROTEIN 1) >gi_508543 (L34260) integral 

membrane protein 1 [Mus musculus] >gi__1588285_prf 2208301A 

integral membrane protein [Mus musculus] 



Seq. No. 
Contig ID 
5 '-most EST 



27090 

150407_1.R1040 
wrg700791493.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27091 

150409JL.R1040 

jC-gmro02910012hl2dl 

BLASTX 

gl23178 

358 

5.0e-34 

77 

88 

HISTIDINOL DEHYDROGENASE, CHLOROPLAST PRECURSOR (HDH) 

>gi_99844_pir A39358 histidinol dehydrogenase {EC 

1.1.1.23) precursor, chloroplast - cabbage >gi_l 67142 
(M60466) histidinol dehydrogenase [Brassica oleracea] 



Seq. No. 
Contig ID 
5' -most EST 



27092 

150413JL.R1040 
asn701137565.hl 



Seq. No. 
Contig ID 
5' -most EST 



27093 

150413_2.R1040 
jC-gmst02400008e07al 



Seq. No. 
Contig ID 
5' -most EST 
Method 



27094 

150425_1.R1040 

sat701004066.hl 

BLASTX 



4220 




NCBI GI g3135611 

BLAST score 354 

E value 1.0e-33 

Match length 109 

% identity 62 , , 

NCBI Description (AF062485) cellulose synthase [Arabidopsis thaliana] 



Seq. No. 27095 

Contig ID 150477_1 . R1040 

5' -most EST jC-gmle01810091g09al 

Method BLASTX 

NCBI GI g2398831 

BLAST score 392 

E value 8.0e-38 

Match length 213 

% identity 43 

NCBI Description (X75542) 4-coumarate : CoA ligase [Vanilla planx 



Seq. No. 27096 

Contig ID 150525JL . R1040 

5' -most EST wrg700791515 . hi 

Seq. No. 27097 

Contig ID 150529_1 .R1040 

5' -most EST wrg700791520 -hi 



Seq. No. 27098 

Contig ID 150562_1 . R1040 

5 '-most EST rca700999075 . hi 

Method BLASTX 

NCBI GI g3096949 

BLAST score 262 

E value 4.0e-34 

Match length 88 

% identity 74 , 

NCBI Description (Y16328) putative cyclic nucleotide-regulated ion chan 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 



Seq. No. 27099 

Contig ID 150583_1 .R1040 

5' -most EST j sh701068834 .hi 



Seq. No. 27100 

Contig ID 150617__1 . R1040 

5 '-most EST wrg700791687 . hi 

Method BLASTX 

NCBI GI g2864610 

BLAST score 168 

E value 6.0e-12 

Match length 45 

% identity 64 

NCBI Description (AL021811) putative protein [Arabidopsis thaliana] 

>gi_4 04 9336_emb_CAA22561_ (AL034567) putative protein 
[Arabidopsis thaliana] 



Seq. No. 27101 

4221 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



150635JL.R1040 

pxt700944468.hl 

BLASTX 

g2117620 

447 

2.0e-44 

101 

86 

peroxidase 
>gi_971558 
sativa] 



{EC 1.11.1.7) 

emb CAA62225 



1A - alfalfa 

(X90692) peroxidaselA [Medicago 



Seq. No. 
Contig ID 
5 '-most EST 



27102 

150638_1.R1040 
leu701149501.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27103 

150641_1.R1040 
smc700745926.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27104 

150666_1.R1040 

vzy700755518.hl 

BLASTX 

g2129609 

284 

1.0e-25 

82 
70 

HD-ZIP protein - Arabidopsis thaliana 

>gi_1212757_emb_CAA91183_ (Z54356) HD-ZIP [Arabidopsis 
thaliana] 



27105 

150677_1.R1040 

wrg700791793.hl 

BLASTN 

g4115338 

104 

2.0e-51 

207 

26 

Pisum sativum (Alaska) ubuquitin 



(PUB4) gene, complete cds 



27106 

150699_1.R1040 

jC-gmle01810088hl2al 

BLASTX 

gl!69586 

184 

7.0e-14 

39 

90 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRUCTOSE-1, 6 -BIS PHOSPHATE 1-PHOSPHOHYDROLASE) (FBPASE) 

(CY-F1) >gi_542079_pir S41287 f ructose-bisphosphatase (EC 

3.1.3.11) - potato >gi_440591_emb_CAA542 65_ (X76946) 



4222 



o 



fructose-1, 6-bisphosphatase [Solanum tuberosum] 



Seq. No. 


27107 


Contig ID 


150712 1.R1040 


5 '-most EST 


iC-amfl02220050b08dl 


Seq. No. 


27108 


Contig ID 


150715 1.R1040 


5' -most EST 


rca701002482.hl 


Method 


BLASTX 


NCBI GI 


g2673918 


BLAST score 


403 


E value 


4.0e-39 


Match lpncrth 


96 


% identitv 


77 


NCBI Description 


(AC002561) unknwon protein [Arabidopsis thaliana] 


Seq. No. 


27109 


Contig ID 


150721 1.R1040 


5 '-most EST 


kmv700743705.hl 


Method 


BLASTX 


NCBI GI 


a2443350 


BLAST score 


172 


Hi Val LLC 




M^trh 1 ot^ rr"h "h 

riu u^n _i_ iu uii 


95 


% identitv 


53 




^nouui joy / ^-j l. t^iLLc ruu l o-Ly oy x. J- ii-L ^ci cuiixiiaLaj 


Sea. No. 


27110 


Pont i a TD 


150726 1 R1040 


5 ' -most EST 


wra700791890 hi 


Method 


BLASTX 


NCBI GI 


g3176714 


BLAST score 


464 


F. va 1 hp 

J— 1 V CL-L. U.vi 


3 . 0e-46 




117 




74 


NCBI Description 


{AC002392) putative tRNA-splicing endonuclease posit 




fpfhrsr T AtaV*ji Hnn^ "i <3 "hhsl i anal 


Sea No 


27111 


Contig ID 


150738 1.R104G 


5 1 -most EST 


wrg700792261.hl 


Method 


BLASTX 


NCBI GI 


g3461813 


BLAST qrnrp 


279 


Hj V Ct J. U.C 




Match 1 PHrfhln 


83 


o j_ ucii t— j_ i— y 


64 


NCBI Description 


(AC004138) putative sucrose/H+ symporter [Arabidopsi 




thaliana] 


Seq. No. 


27112 


Contig ID 


150739 1.R1040 


5 '-most EST 


leu701153333.hl 


Method 


BLASTX 


NCBI GI 


g4567249 



4223 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



514 

4.0e-52 

133 

68 

(AC007070) hypothetical protein [Arabidopsis thaliana] 
27113 

150757_1.R1040 
wrg700791938.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



27114 

150761_1.R1040 
wrg700791948.hl 

27115 

150784_1.R1040 
rca701000693.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



27116 

150787_1.R1040 

g5753431 

BLASTX 

g3395435 

216 

4.0e-17 

139 

41 

(AC004683) myosin heavy chain-like protein [Arabidopsis 
thaliana] 

27117 

150801JL.R1040 

dpv701102331.hl 

BLASTX 

gl922248 

260 

7.0e-23 

68 

75 

(Y10087) hypothetical protein [Arabidopsis thaliana] 
27118 

150807_1.R1040 

wrg700792046.hl 

BLASTX 

g2245026 

341 

3.0e-32 

91 

76 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
27119 

150809_1.R1040 
wrg700792048.hl 



Seq. No. 



27120 



4224 



Contig ID 
5" -most EST 



150828JL.R1040 
kll701207943.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



27121 

150830_1.R1040 

jC-gmst02400051b01al 

BLASTX 

g2443887 

911 

2.0e-98 

285 

65 

(AC002294) Similar to transcription factor 
gb_Z46606__1658307 and others [Arabidopsis thaliana] 

27122 

150851_1.R1040 
gsv701056442.hl 

27123 

150868JL.R1040 
wrg700792214.hl 

27124 

150869JL.R1040 

fde700875090.hl 

BLASTX 

g3600059 

367 

3.0e-35 

103 

62 

(AF080120) contains similarity to WB domains, G-beta 
repeats (Pfam: G-beta. hmm, score: 14.83 and 23.03) 
[Arabidopsis thaliana] 

27125 

150893_2.R1040 
hrw701059939.hl 



Seq. No. 

Contig ID 
5* -most EST 



27126 

150914_1.R1040 
kl!701214979.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



27127 

150927_1.R1040 
pcp700988714.hl 

27128 

150946J..R1040 
pcp700988754.hl 

27129 

150949J..R1040 
pcp700990760.hl 
BLASTX 
g3135269 



4225 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



167 

4.0e-12 
81 

51 

(AC003058) unknown protein [Arabidopsis thaliana] 
27130 

150955JL.R1040 
pcp700988771.hl 

27131 

150958_1.R1040 
pcp700990778.hl 

27132 

150967_1.R1040 
zhf700961446.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



27133 

150991_1.R1040 

pcp700988848.hl 

BLASTX 

g4056420 

376 

4.0e-36 

111 

65 

(AC005322) ESTs gb_T144077 and gb_T43352 come from this 
gene. [Arabidopsis thaliana] 

27134 

150999_1.R1040 

pcp700988872.hl 

BLASTX 

g4097549 

162 

8.0e-ll 

72 

43 

(U64907) ATFP4 [Arabidopsis thaliana] 
27135 

151005_1.R1040 

zhf700961259.hl 

BLASTX 

g2072626 

309 

4.0e-28 

108 

62 

(Y12904) hypothetical protein [Arabidopsis thaliana] 
>gi_3281856_emb_CAA19751_ (AL031004) Transcription factor 
II homolog [Arabidopsis thaliana] 

27136 

151022_1.R1040 
awf700838786.hl 



4226 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g4558556 

461 

3.0e-46 

125 

70 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

27137 

151031_2.R1040 
uC-gmronoir014g07bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



27138 

151032JL.R1040 
zsg701118058.h2 

27139 

151032_2.R1040 
jC-gmro02910063a07al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27140 

151033JL.R1040 

jC-gmfl02220062b09al 

BLASTX 

g3928084 

342 

3.0e-32 

132 

50 

(AC005770) retrotransposon-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27141 

151050_1.R1040 
pcp700991001.hl 

27142 

151060_1.R1040 

zsg701125820.hl 

BLASTX 

gl617219 

741 

2.0e-78 

218 

67 

(X99301) CPD photolyase [Arabidopsis thaliana] >gi_2984707 
(AF053365) type II CPD photolyase PHR1 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



27143 

151061_1.R1040 
pmv700888961.hl 

27144 

151061_2.R1040 
pcp700991019.hl 



4227 



Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27145 

151062 1.R1040 
pcp700991020.hl 

27146 

151063__1.R1040 
sat701010434.hl 

27147 

151064JL.R1040 

pxt700944710.hl 

BLASTX 

g3738302 

396 

3.0e-38 

202 

46 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 


27148 


Contig ID 


lOXUoy 1.K1U4U 


5 -most EST 


pep / uuycsyuo4 .ni 


Method 


nT 7\ C nr>\7 

BLAb TX 


NCBI GI 


g4539389 


BLAST score 




E value 


5 . Oe-30 


Match length 


82 


% identity 


77 


NCBI Description 


(AL035526) putative 


Seq. No. 


27149 


Contig ID 


151075 1.R1040 


5' -most EST 


sat701014344.hl 


Method 


BLASTX 


NCBI GI 


g2673947 


BLAST score 


277 


E value 


1.0e-24 


Match length 


98 


% identity 


31 


NCBI Description 


(U62931) multidrug 




flavus] >gi_2673949 




[Aspergillus flavus 


Seq, No. 


27150 


Contig ID 


151076 1.R1040 


5' -most EST 


g5688315 


Seq. No. 


27151 


Contig ID 


151083 1.R1040 


5 '-most EST 


pcp700991064.hl 


Method 


BLASTX 


NCBI GI 


g3695019 


BLAST score 


225 


E value 


7.0e-19 



1 [Aspergillus 



4228 



Match length 

% identity 

NCBI Description 



81 
54 

(AF055848) subtilisin-like protease [Arabidopsis thaliana] 



Seq. No. 


27152 


Contig ID 


151087 1.R1040 


5 1 -most EST 


pcp700991071.hl 


Seq, No. 


27153 


Contig ID 


151095 1.R1040 


5' -most EST 


pcp700991080.hl 


Seq. No. 


27154 


Contig ID 


151127 1.R1040 


5 '-most EST 


pcp700989157.hl 


Method 


BLASTX 


NCBI GI 


g2660670 


"RLAST <=;ro"rp 

i—i XJ.Ll.kJ X U wu^^ 


469 


E value 


7.0e-48 


Match lencrth 


117 


% i dent it v 


83 




(AC002342) Dutative 




thaliana] 


Seq. No. 


27155 


Contig ID 


151135 1.R1040 


5' -most EST 


fde700875359.hl 


Method 


BLASTX 


J-<1 <wr XJ X. VJ «L 


a4468804 




178 


E value 


4.0e-13 


Matoh 1 ^nnth 

J. J.GL L>U11 X^llU 11 


108 


2: i Hpnt" "i 1" v 

O X. VJ-C 1 1UX L Jf 


23 


NCBI Description 


(AL035601) putative 


Seq. No. 


27156 


Contig ID 


151152 1.R1040 


5 ' -most EST 


kll701214981.hl 


Method 


BLASTX 


NCBI GI 


g283966 


BLAST score 


590 


E value 


6.0e-61 




1 7*3 




67 


NPRT Dp^rri nti on 


apH vafor 1 37K cha 


Sea No 


27157 


Pnnt" i rr TD 


151161 1 R1040 

x JxlUx X. • X\ x. W VJ 


5' -most EST 


pcp700989236.hl 


Seq. No. 


27158 


Contig ID 


151183 1.R1040 


5 '-most EST 


zsg701122867.hl 


Method 


BLASTN 


NCBI GI 


gl396053 


BLAST score 


272 


E value 


1.0e-151 



Cu2+-transporting ATPase [Arabidopsis 



protein [Arabidopsis thaliana] 



- human 



4229 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



644 
86 

Pisum sativum mRNA for phosphoribosylanthranilate 
transferase r partial cds 

27159 

151188 J.. R1040 

jC-gmfl02220113al2dl 

BLASTX 

g3894193 

155 

2.0e-10 

56 

52 

(AC005662) 
thaliana] 



putative strictosidine synthase [Arabidopsis 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27160 

151203J..R1040 

jC-gmfl02220089e02dl 

BLASTX 

g4512657 

265 

4.0e-23 

77 

58 

(AC006931) putative APG protein [Arabidopsis thaliana] 
>gi_4544463_gb_AAD22370.1_AC006580_2 (AC006580) putative 
APG isolog protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



27161 

151218JL.R1040 
sat701014153.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



27162 

151244_1.R1040 
uC-gmropic006a01bl 

27163 

151248_1.R1040 

pcp700989507.hl 

BLASTX 

gll68940 

219 

9.0e-18 

104 

47 

CHORISMATE MUTASE PRECURSOR (CM-1) >gi_62 9509_pir S38958 

chorismate mutase precursor - Arabidopsis thaliana 
>gi_429153__emb_CAA81286_ (Z26519) chorismate mutase 
precursor [Arabidopsis thaliana] 

27164 

151249_1.R1040 
pcp700989509.hl 



Seq. No. 



27165 



4230 



Contig ID 
5 '-most EST 



151252_1,R1040 
asn701136972.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



27166 

151256_1.R1040 
bth700847247.hl 

27167 

151307JL.R1040 

jC-gmfl02220137e07al 

BLASTX 

g267421 

176 

1.0e-12 

106 
49 

DNA-REPAIR PROTEIN COMPLEMENTING XP-G CELLS HOMOLOG 
(XERODERMA PIGMENTOSUM GROUP G COMPLEMENTING PROTEIN 

HOMOLOG) >gi_422627_pir S35994 DNA repair protein XPGC - 

African clawed frog >gi_312433_emb_CAA4 9597_ (X69977) XP-G 
related factor [Xenopus laevis] 

27168 

151324_1.R1040 

asn701142612.hl 

BLASTX 

g3540195 

681 

7.0e-72 

158 

41 

(AC004260) Unknown protein [Arabidopsis thaliana] 



27169 

151334_1.R1040 

pcp700989637.hl 

BLASTX 

g4263818 

251 

2.0e-21 

134 

43 

(AC006067) unknown protein 



[Arabidopsis thaliana] 



27170 

151361_1.R1040 
pcp700989680.hl 

27171 

151366JL.R1040 
pcp700989685.hl 

27172 

151373JL.R1040 
pcp700989794.hl 



Seq. No. 



27173 



4231 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



151382JL.R1040 

pcp700989709.hl 

BLASTX 

g585053 

335 

7.0e-59 

205 
57 

MITOTIC CONTROL PROTEIN DIS3 >gi_283075_pir A41944 mitotic 

control protein dis3+ - fission yeast (Schizosaccharomyces 
pombe) >gi_173381 (M74094) mitotic control protein 
[ S chi zosacchar omyces pombe ] >gi_3 65039 3_emb_CAA2 1 1 0 2_ 
(AL031743) mitotic control protein dis3. 
[Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27174 

151382_2.R1040 

hrw701060145.hl 

BLASTX 

g585053 

265 

2.0e-23 

93 

57 

MITOTIC CONTROL PROTEIN DIS3 >gi_283075_pir A41944 mitotic 

control protein dis3+ - fission yeast (Schizosaccharomyces 
pombe) >gi_173381 (M74094) mitotic control protein 

[Schizosaccharomyces pombe] >gi_3650393_emb_CAA21102_ 

(AL031743) mitotic control protein dis3. 

[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



27175 

151391JL.R1040 
pcp700990227.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27176 

151402_1.R1040 

pcp700989740.hl 

BLASTX 

g4375829 

449 

2.0e-59 

143 

81 

(AJ011977) RNA-directed RNA polymerase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27177 

151408_1.R1040 

zhf700963853.hl 

BLASTX 

g3287695 

403 

3.0e-44 

119 

76 

(AC003979) Similar to hypothetical protein C34B7.2 



4232 



gb_1729503 from C. 
thaliana] 



elegans cosmid gb_Z83220. [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



27178 

151408_2,R1040 

hrw701058042.hl 

BLASTX 

g3287695 

235 

6,0e-20 

59 

76 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 

27179 

151424JL.R1040 

pxt700945659.hl 

BLASTX 

g3341679 

565 

2.0e-58 

139 

75 

(AC003672) dynamin-like protein phragmoplastin 12 
[Arabidopsis thaliana] 

27180 

151453_1.R1040 
asn701134317.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27181 

151455_1.R1040 

rca700999308.hl 

BLASTX 

g2911058 

178 

3.0e-22 

95 

58 

(AL021961) putative protein [Arabidopsis thaliana] 
27182 

151499_1.R1040 

pcp700989895.hl 

BLASTX 

g2500981 

813 

2.0e-87 

159 

96 

GLUTAMYL-TRNA SYNTHETASE ( GLUTAMATE — TRNA LIGASE) (GLURS) 

>gi_1084418__pir S51685 glutamate — tRNA ligase (EC 

6,1.1.17) - common tobacco >gi_603867_emb_CAA58506_ 
(X83524) glutamate — tRNA ligase [Nicotiana tabacum] 



4233 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



27183 

151503_1.R1040 

jC-gmfl02220090d01dl 

BLASTN 

gl707656 

340 

0.0e+00 

528 

91 

P. sativum mRNA for DnaJ-like protein 
27184 

151521JL.R1040 

uC-gmrominsoy272a07bl 

BLASTX 

g3548808 

307 

4.0e-28 

118 

46 

(AC005313) unknown protein [Arabidopsis thaliana] 
27185 

151547JL.R1040 

jC-gmfl02220051hllal 

BLASTX 

g4218014 

544 

9.0e~56 

114 

50 

(AC006135) putative spliceosomal protein (RNA binding 
protein) [Arabidopsis thaliana] 

27186 

151555_1.R1040 
epx701106345.hl 

27187 

151575JL.R1040 
pcp700990059.hl 

27188 

151593JL.R1040 
leu701154615.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27189 

151599JL.R1040 

jC-gmst02400037c02al 

BLASTX 

gl213629 

334 

6.0e-31 

88 

64 

(X95991) pectinesterase [Prunus persica] 



4234 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27190 

151617JL.R1040 

kll701211922.hl 

BLASTX 

g4371285 

554 

5.0e-57 

137 

73 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27191 

151624JL.R1040 
vzy700755958.hl 



Seq. No. 
Contig ID 
5* -most EST 



27192 

151640_1.R1040 
pcp700990163.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27193 

151652JL.R1040 

pcp700990187.hl 

BLASTX 

g2190557 

272 

2.0e-24 

71 

68 

(AC001229) F5I14. 



11 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



27194 

151658_1.R1040 
pcp700990202.hl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27195 

151699_1.R1040 

pcp700990264.hl 

BLASTX 

g2465925 

345 

1.0e-32 

122 
54 

(AF024649) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27196 

151711JL.R1040 
leu701153711.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27197 

151713_1.R1040 
dpv701098422.hl 



Seq. No. 
Contig ID 
5' -most EST 



27198 

151714_1.R1040 
hrw701060337.hl 



4235 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27199 

151716JL.R1040 

jC-gmle01810048c02al 

BLASTX 

gl853970 

445 

3.0e-44 

139 

60 

(D88122) CPRD46 protein [Vigna unguiculata] 



Seq. No. 
Contig ID 
5 f -most EST 



27200 

151721_1.R1040 
pcp700990308.hl 



Seq. No. 
Contig ID 
S'-most EST 



27201 

151750_1.R1040 
uC-gmrominsoy315a04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27202 

151785_1.R1040 

dpv701097505.hl 

BLASTN 

g2852444 

147 

9.0e-77 

347 

86 

Salix bakko mRNA 



for SUI1 homolog, complete cds 



Seq. No. 

Contig ID 
5' -most EST 



27203 

151813_1.R1040 
jC-gmro02910016hl2dl 



Seq. No. 
Contig ID 
5' -most EST 



27204 

151863_1.R1040 
pcp700990506.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27205 

151877_1.R1040 

vzy700756003.hl 

BLASTX 

g4218120 

362 

9.0e-35 

102 

71 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



27206 

151894JL.R1040 

gsv701051906.hl 

BLASTX 

g4001803 

147 



4236 



E value 
Match length 
% identity 
NCBI Description 



3.0e-09 

44 

57 

(AF041474) BAF53a [Homo sapiens] >gi_4218064_dbj_BAA74577_ 
(AB015907) actin-related protein [Homo sapiens] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27207 

151959J..R1040 

epx701106226.hl 

BLASTX 

g3176709 

143 

4.0e-09 

72 

42 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



27208 

151960_1.R1040 

pcp700990806.hl 

BLASTX 

g2827534 

471 

2.0e-47 

108 

87 

(AL021633) predicted protein [Arabidopsis thaliana] 
27209 

151980_1.R1040 
pcp700990828.hl 

27210 

151983J..R1040 
pcp700990835.hl 

27211 

151984JL.R1040 
pcp700990837.hl 

27212 

151985_1.R1040 

sat701011675.hl 

BLASTX 

g4218991 

222 

8.0e-20 

94 

53 

(AF098632) subtilisin-like protease [Arabidopsis thaliana] 
27213 

151989_1.R1040 
pcp700990844.hl 



4237 



Sea. No. 


27214 


Contig ID 


152017 1.R1040 


5 ' -most EST 


pcp700990879.hl 


Qprf Ma 


27215 


Contia ID 


152030 1.R1040 




asv701049324 hi 


Sea Nr> 


27216 


Pontia ID 


152032 1.R1040 


5 T -most EST 


pcp700990902.hl 


Method 


BLASTX 


NCBI GI 


g!582580 


BLAST score 


167 


E value 


5.0e-17 


Matr*h 1 en nth 


78 


% identity 


68 


NCBI Description 


caffeic acid O-methyltransf erase 


kJ C *J • LN >s> 4 


27217 


Contig ID 


152057 1.R1040 


%J III WO U. iJ>J 1 


ocd700990933 hi 


9err Wr> 


27218 


Print i rr TO 


152077 1.R1040 


5 1 -most EST 


uC-gmropic065f 04bl 


Method 


BLASTX 


NCBI GI 


g4567197 


BLAST score 


433 


R 1 np 

1—1 V 


9.0e-43 


rUd.Lv_.Ll -Lfcliiy 


132 


% identity 


60 


NCBI Description 


(AC007168) unknown protein [Arab 


Sea No 


27219 


Print - i rr TD 


152080 1 R1040 


5 T -most EST 


jex700907316.hl 




27220 


Pont - i rr TD 


152094 1 R1040 


5 1 -most EST 


jC-gmle01810092f 08al 


Method 


BLASTX 


NCBI GI 


g2781357 


BLAST score 


178 


E value 


6. 0e-13 


Matr*h 1 encrth 


57 


% i ripnr it v 


70 


LN ^XJ X UCSLIipi — L\Jli 


\fl^UU J1XJ J L ZilUl • X »J |_,flX GLXJ J_\J.^J^O -L O 


O C ^ * INU • 


■C, 1 M 


PnTrt" "i rr TD 


1 S?1 71 1 Rl 040 

X _/ it. X / X ± • A±U1 U 


S'-most EST 


zsg70lTl7338.hl 


Method 


BLASTX 


NCBI GI 


g4314365 


BLAST score 


204 


E value 


3.0e-16 


Match length 


105 



[Stylosanthes humilis] 



4238 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 



43 

(AC006340) putative copia-like retrotransposon Hopscotch 
[Arabidopsis thaliana] 

27222 

152182JL.R1040 

kll701204629.hl 

BLAST N 

g3868723 

73 

1.0e-32 

412 

84 

Arabidopsis thaliana chromosome V map 60.5 cM, complete 
sequence [Arabidopsis thaliana] 

27223 

152226_1.R1040 
kll701214119.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



27224 

152229JL.R1040 
pcp700991187.hl 

27225 

152236JL.R1040 

pcp700991196.hl 

BLASTX 

g4218062 

250 

1.0e-21 

115 

41 

(AB015906) actin-related protein [Homo sapiens] 
27226 

152238JL.R1040 
uC-gmropic036h09bl 

27227 

152253_1.R1040 
jC-gmro02 91002 9a02dl 

27228 

152262_1.R1040 
g4397342 

27229 

152289_1.R1040 
pcp700991276.hl 

27230 

1523Q6J..R1040 

zhf700961049.hl 

BLASTX 

g3024426 

143 



4239 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



5.0e-09 

90 
44 

PYRUVATE, PHOSPHATE DIKINASE PRECURSOR 

( PYRUVATE, ORTHOPHOSPHATE DIKINASE) >gi_1084302_pir S55478 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) - common ice 

plant >gi_854265_emb_CAA57872_ (X82489) 

pyruvate, orthophosphate dikinase [Mesembryanthemum 

crystallinum] 

27231 

152323_1.R1040 

leu701149479,hl 

BLASTX 

g4455299 

264 

3.0e-23 

73 

75 

(AL035528) putative protein [Arabidopsis thaliana] 
27232 

152332_1.R1040 
epx701108066.hl 

27233 

152345_1.R1040 
zhf700954390.hl 

27234 

152397JL.R1040 

pcp700991432.hl 

BLASTX 

g2865433 

142 

7.0e-09 

81 

37 

(AF039374) chromomethylase [Arabidopsis suecica] 
27235 

152399JL.R1040 

jC-gmle01810047e05al 

BLASTX 

g541816 

1689 

0.0e+00 

398 

81 

protein kinase - common ice plant >gi_457689_emb_CAA82990_ 
(Z30329) protein kinase [Mesembryanthemum crystallinum] 

27236 

152410_1.R1040 
smc700746390.hl 



Seq. No. 



27237 



4240 



Contig ID 


152421 1.R1040 


5 '-most EST 


rlr700896803.hl 


Method 


BLASTX 


NCBI GI 


g4309698 


BLAST score 


399 


E value 


1.0e-38 


Mat ch 1 ength 


133 


% identity 


65 


NCBI Description 


(AC006266) putative glucosyltransferase [Arabidopsis 




thaliana] 


Seq. No. 


27238 


Contig ID 


152428 1.R1040 


5' -most EST 


dpv701102248.hl 


Sea. No. 


27239 


Contig ID 


152430 1.R1040 


5 '-most EST 


pcp700991510.hl 


Seq. No. 


27240 


Contig ID 


152435 1.R1040 


5 '-most EST 


eep700866705.hl 


Method 


BLASTX 


NCBI GI 


g3702332 


BLAST score 


141 


E value 


1.0e-15 


Ma t ch length 


85 


% identitv 


45 


KfPRT np^rrinf l on 


(AC0053971 unknown Drotein TArabidoosis thalianal 


Sea No 


27241 


Contia ID 


152449 1.R1040 


5 '-most EST 


pcp700991553.hl 


Method 


BLASTX 


NCBI GI 


g4220514 


BLAST score 


376 


E value 


4.0e-36 


Match length 


142 


% identity 


57 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


27242 


Contig ID 


152456 1.R1040 


5 ' -most EST 


pmv700892711.hl 


Sea No 


27243 


Contia ID 


152459 1.R1040 


5 ' -most EST 


pcp700991575.hl 


Method 


BLASTX 


NCBI GI 


a!854386 




236 


E value 


5.0e-20 


Match length 


56 


% identity 


73 


NCBI Description 


(AB001375) similar to soluble NSF attachment protein 




vinifera] 



[Vitis 



4241 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



27244 

152480_1.R1040 

jC-gmro02910016d02al 

BLASTX 

g2262107 

820 

5.0e-88 

196 

81 

(AC002343) Ser/Thr protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



27245 

152518_1.R1040 
pcp700991671.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27246 

152529JL.R1040 

g4289922 

BLASTX 

g3033384 

502 

6.0e-51 

137 

67 

(AC004238) putative CTP synthase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27247 

152534_1.R1040 

pcp700991688.hl 

BLASTX 

g4512657 

155 

2.0e-10 

103 
33 

(AC006931) putative APG protein [Arabidopsis thaliana] 
>gi_4544463_gb_AAD22370.1_AC006580_2 (AC006580) putative 
APG isolog protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27248 

152537_1.R1040 

jsh701068142.hl 

BLASTX 

g3769472 

272 

5.0e-24 

79 

66 

(AF064732) putative phospholipase A2 [Dianthus 
caryophyllus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



27249 

152547_1.R1040 
pcp700991707.hl 
BLASTX 
g4512705 



4242 



# 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



[Arabidopsis thaliana] 



353 

3.0e-44 
136 
67 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

27250 

152601_1.R1040 
pcp700991775.hl 

27251 

152625JL.R1040 
jC-gmst02400053flldl 

27252 

152638_1.R1040 
jC-gmfl02220064f05al 
BLASTX 
g4508083 
225 

2.0e-18 
67 
73 

(AC005882) Hypothetical protein 
27253 

152645_1.R1040 
jC-gmro02910074g05dl 

27254 

152659_1.R1040 

pcp700991863.hl 

BLASTX 

gl001263 

497 

3.0e-51 

177 

59 

(D64003) hypothetical protein [Synechocystis sp.] 
27255 

152686_1.R1040 

zhf700957194.hl 

BLASTX 

g4415931 

564 

3.0e-58 

137 

76 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_455 9393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 

27256 

152695_1.R1040 
pcp700991916.hl 



4243 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27257 

152698J..R1040 

pmv700892414.hl 

BLASTX 

g3879119 

162 

2.0e-ll 

65 

48 

(Z70310) similar to Glutathione S-transf erases , 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



27258 

152715_1.R1040 
fua701039413.hl 



Seq. No. 
Contig ID 
5' -most EST 



27259 

152717_1.R1040 
sat701004613.hl 



Seq. No. 
Contig ID 
5' -most EST 



27260 

152747_1.R1040 
gsv701056878.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27261 

152768_1.R1040 

pcp700992052.hl 

BLASTX 

g!076427 

174 

3.0e-24 

70 

83 

ubiquitin — protein ligase 
thaliana 



(EC 6.3.2.19) - Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



27262 

152770JL.R1040 
kl!701204316.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27263 

152790_1.R1040 

fde700870510.hl 

BLASTX 

g2398853 

227 

4.0e-19 

69 
61 

(AB004822) plastid RNA polymerase sigma-subunit 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



27264 

152793_1.R1040 

fC-gmle700559592g3 

BLASTX 



4244 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3169171 
887 

2.0e-95 

340 
51 

(AC004401) putative serine carboxypeptidase I [Arabidopsis 
thaliana] >gi_3445213 (AC004786) putative serine 
carboxypeptidase I [Arabidopsis thaliana] 



Sea No. 


27265 


Contig ID 


152800 1.R1040 


5 ' -most EST 


pcp700992101.hl 


Method 


BLASTX 


NCBI GI 


g3080436 


RLAST <?rore 

1_> 1 « ' X O -i- w 


94 




2 , Oe-09 


Match length 


77 


% identity 


53 


NPRT Dp^PTini - ion 


(AL022605) putative protein [Arabidopsis thaliana] 


Q(=>C! No 


27266 


font - i rr T D 


152833 1.R1040 


S 1 -most EST 


rca700997618 .hi 


Mo \~ Vi o/*? 


BLASTN 




a3985955 




67 


E value 


8.0e-29 


Match length 


271 


% identity 


81 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MTH16, complete sequence [Arabidopsis thaliana] 


Seq. No. 


27267 


Contig ID 


152879 1.R1040 


5' -most EST 


pcp700992237.hl 


Method 


BLASTX 


NCBI GI 


g3881189 


BLAST score 


185 


E value 


6.0e-14 


Match length 


76 


% identity 


49 



clone : 



NCBI Description 



(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27268 

152882JL.R1040 

jC-gmfl02220073d01al 

BLASTX 

g3135269 

316 

4.0e-29 

111 

59 

(AC003058) unknown protein [Arabidopsis thaliana] 



4245 



ft 



Seq. No. 


27269 


Contig ID 


152908 1.R1040 


S'-most EST 


pcp700992291.hl 


Qprr Mn 

Ik^ ^ \J • V-/ * 


27270 


Contia ID 


152910 1.R1040 


5 1 -most EST 


pcp700992296.hl 


Method 


BLASTX 


NCBI GI 


g2826900 


BLAST score 


446 


E value 


2.0e-44 


Match length 


135 


% identity 


59 


NCBI Description 


(AB004461) DNA polymerase alpha catalytic subi 




sativa] 


Sea No 


27271 


Contig ID 


152911 1.R1040 


5' -most EST 


jC-gmle01810084g05al 


Mpt hod 


BLASTX 


NCBI GI 


g2245095 


BLAST score 


209 


E value 


1.0e-16 


Match lencrth 


66 


$; "i Hpnt it v 


58 




(Z97343) formyltransf erase purU homolog [Arab 




t hal ianal 

>— J. XUX -t- UilU J 


cpri No 


27272 


font in TD 


152930 1 R1040 


S'-most EST 


pcp700992322.hl 


11 CJ L11UU 


BLASTX 


NCBI GI 


g4490316 


BLAST score 


595 


E valup 


1. Oe-61 


Match 1 t^ncrth 


156 


% identity 


64 


NCBI Description 


(AL035678) nucellin-like protein [Arabidopsis 


Seq. No, 


27273 


Contig ID 


152979 1.R1040 


S'-mnqt EST 


dcd700992394 .hi 


Qprr No 


27274 


OL/ll L. -L y J. u 


1S2982 1 R1040 


5 1 -most EST 


uC-gmf TminsoyO 7 7 gO 8b 1 


Method 


BLASTX 


NCBI GI 


g4567250 


BLAST score 


275 


E value 


3.0e-24 


Match Ipncrth 


83 


% identity 


58 


NCBI Description 


(AC007070) hypothetical protein [Arabidopsis 


Seq. No. 


27275 


Contig ID 


152987 1.R1040 


5 '-most EST 


gsv701046566.hl 



4246 



Method 


BLASTX 


NCBI GI 


g3868800 


BLAST score 


340 


P. valup 

J— 1 V CI X \^ 


4. Oe-32 




107 




60 




(AB013603) topoisomerase III beta [Mus musculus" 




27276 




153000 1.R1040 


5' -most EST 


pxt700*945348 .hi 


Method 


BLASTX 


NCBI GI 


g2809246 


BLAST score 


284 


E value 


4.0e-25 


Match length 


68 


% identity 


76 


NCBI Description 


(AC002560) F2401.15 [Arabidopsis thaliana] 


O CJ • U • 


27277 


Contig ID 


153000 4.R1040 


S 1 -mn<?t- 


«sat70l'007226 h2 




27278 


ovjuuxy J. u 


1 ^3040 1 R1 040 

1 J JU1U J. • i\Xu ^ U 


R 1 — 7nn<5t- F^T 


nrn700^92508 hi 


M<=*1~ n nri 


BLASTN 


MpQT (IT 


rr?7601 7? 


BLAST score 


39 


E value 


1.0e-12 




135 


9- 4 H Ant" if u 
o -L KJi" ill — L _y 


82 


NCBI Description 


Arabidopsis thaliana genomic DNA f chromosome 5, 




MUB3, complete sequence [Arabidopsis thaliana] 


0(arr "Kin 


9797Q 


Contia ID 


153067 1.R1040 




nrt>700992566 hi 




27280 


Pont" i n T T) 


153084 1 R1040 

X ■•J J W O ^ X * £\X Ul u 


r 1 -most EST 


OCD700992605 hi 






NCBI GI 


g2244806 


BLAST score 


144 


P TTa Inp 

J—i V CL X U.C 


2 . 0e-09 


M^t rh "1 <*nni~h 


76 


S: 1 H OTl t" 1 f \r 

o xuciiuXLy 


32 


IN^Dx Ufc;o\_-L J_!J U -LUli 


/7Q7^*3fi^ hTTTinthphi p^l nmf pi n r Ar^hi Hon^ "i <3 thsl 


oeq. iNu • 




^ -f- -5 ^ TPl 

^oriLig Lu 


i cqi (\r> 1 R"l 04 0 


5' -most EST 


pcp700992649.hl 


Method 


BLASTX 


NCBI GI 


g3135693 


BLAST score 


232 


E value 


1.0e-19 



4247 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 
49 

(AF064201) 



glutathione S-transf erase [Gossypium hirsutum] 



Seq. No. 
Contig ID 



27282 

153127_1.R1040 
jC-gmle01810020dl0al 

27283 

153150_1.R1040 
xpa700798018.hl 

27284 

153188_1.R1040 
pcp700992794.hl 

27285 

153207JL.R1040 
pcp700992831.hl 

27286 

153246_1.R1040 

uC-gmrominsoyl54dl2bl 

BLASTX 

g3695406 

580 

4.0e-60 

139 

80 

(AF096373) similar to isoleucyl-tRNA synthetases 
[Arabidopsis thaliana] 

27287 

153249JL.R1040 

jC-gmle01810051e08al 

BLASTX 

g3269292 

164 

4.0e-ll 

50 
54 

(AL030978) putative protein [Arabidopsis thaliana] 
27288 

153250_1.R1040 

sat701015386.hl 

BLASTX 

g3548810 

273 

4.0e-24 

99 

51 

(AC005313) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 

27289 

153265 1.R1040 



4248 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



g5058090 
BLASTX 
g3941289 
354 

2.0e-33 

82 

76 

(AF018093) 



similarity to SCAMP 3 7 [Pisum sativum] 



27290 

153268 J.. R1040 

gsv701046031.hl 

BLASTX 

g3861199 

224 

6.0e-22 

124 

46 

(AJ235272) SOS RIBOSOMAL PROTEIN L3 
prowazekii] 

27291 

153280_1.R1040 
pcp700993176.hl 

27292 

153307_1.R1040 
sat701010787.hl 



(rplC) [Rickettsia 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



27293 

153307^2. R1040 
kll701206563.hl 

27294 

153310__1.R1040 
pcp700993030.hl 

27295 

153326JL.R1040 

zhf700963321.hl 

BLASTX 

g3023928 

133 

4.0e-12 

49 

67 

PROBABLE HISTONE DEACETYLASE 1-2 (HD1) (RPD3 HOMOLOG) 
>gi_2444430 (AF020658) deacetylase [Xenopus laevis] 

27296 

153333_1.R1040 
uC-gmrominsoy033c05bl 

27297 

153344J..R1040 
g5606733 



4249 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



27298 

153374J..R1040 
jex700908896.hl 

27299 

153384_1.R1040 
jC-gmle01810092bl2al 

27300 

153402JL.R1040 

uC-gmf Iminsoy053c07bl 

BLASTN 

g3821780 

36 

1.0e-10 

47 
66 

Xenopus laevis cDNA clone 27A6-1 
27301 

153442JL.R1040 

jsh701064316.hl 

BLASTX 

g3790587 

222 

2.0e-18 

92 
57 

(AF079182) RING-H2 finger protein RHF2a [Arabidopsis 
thaliana] 

27302 

153447_1.R1040 

pcp700993261.hl 

BLASTX 

g3834307 

378 

3.0e-36 

100 

69 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb__AL021712 . 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 

27303 

153451JL.R1040 
jex700907782.hl 

27304 

153473_1.R1040 
g4291688 

27305 

153481JL.R1040 
pcp700993321.hl 



4250 



Seq. No. 


27306 


Contig ID 


153504 1.R1040 


5 '-most EST 


pmv700894323.hl 


Sea No 


27307 


Contig ID 


153543 1.R1040 


5 '-most EST 


pcp700993431.hl 


Seq. No. 


27308 


Contia ID 


153552 1.R1040 


S'-most EST 

ILLwO U- Liu J. 


dcd7 0099 3 4 4 6 . hi 


Spa No 


27309 


Contia ID 


153564 1.R1040 


5' -most EST 


uC-gmf lmins oy 0 9 8 c 0 5bl 


Method 


BLASTX 


NHRT 


a3746568 


BLAST score 


506 


E value 


4.0e-51 


Match length 


104 


?; i dpnt" "i 1~ v 


92 


NCBI Description 


(AF061638) branched-chain alpha-keto acid decarboxyl 




bpta subunit fArabidoosis thalianal 


C VJ • LH \J . 


27310 


Pnn t" i rr T D 


153574 1 R1040 


5 1 -most EST 


dcd700^93477 .hi 


Mp1~ hnri 


BLASTX 


NCBI GI 


g3075399 


BLAST score 


173 


Hi V CL-L LLC 


1. Oe-12 


rid L (_-H xciiy t-ii 


47 


% identity 


64 


NCBI Description 


(AC004484) SF16-like protein [Arabidopsis thaliana] 


Sea No . 


27311 


Contig ID 


153575 1.R1040 


5 f -most EST 


gsv701047759.hl 


Spa No 


27312 


Contig ID 


153591 1.R1040 


5 '-most EST 


zzp700831713.hl 


Spa No 


27313 


Contig ID 


153601 1.R1040 




bth700846617 hi 




27314 






S'-mnst F.ST 


ncr>7 00^9357 2 hi 


Mpf" hod 


BLASTX 


NCBI GI 


g2191175 


BLAST score 


223 


E value 


2.0e-18 


Match length 


103 


% identity 


50 


NCBI Description 


(AF007270) A IG002P16.24 gene product [Arabidopsis 



4251 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27315 

153623JL.R1040 

jex700904779.hl 

BLASTX 

g3445209 

266 

2.0e-23 

65 

69 

(AC004786) putative serine carboxypeptidase I 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5 T -most EST 



27316 

153642_1.R1040 
rca700996494.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27317 

153649_1.R1040 

pcp700993619.hl 

BLASTX 

g3851584 

227 

1.0e-18 

58 
76 

(AF092563) chromosome-associated protein-E [Homo sapiens] 



Seq. No. 
Contig ID 
5 '-most EST 



27318 

153653JL.R1040 
uC-gmrominsoyl22bl0bl 



Seq. No. 
Contig ID 
5 '-most EST 



27319 

153695J..R1040 
uC-gmropic031f04bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27320 

153713_1.R1040 

pcp700995761.hl 

BLASTN 

g2564336 

120 

6.0e-61 

264 

86 

Brassica campestris mRNA for Tat binding protein 1, 
complete cds 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



27321 

153723_1.R1040 

pcp700993740.hl 

BLASTX 

g3688209 

568 

2.0e-58 
158 



4252 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



<© 

70 

(AJ010093) MAP3K beta 1 protein kinase [Brassica napus] 
27322 

153754_1.R1040 
pcp700993803.hl 

27323 

153816_1.R1040 

asn701138734.hl 

BLASTX 

g4558462 

797 

2.0e-85 

194 

36 

(AF079404) cell cycle switch protein [Medicago sativa 
subsp. X varia] 

27324 

153820_1.R1040 
jC-gmro02910040e02al 

27325 

153850_1.R1040 

pxt700942373.hl 

BLASTX 

g3860250 

408 

6.0e-40 

131 

63 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

27326 

153852_1.R1040 

jC-gmst02400040a05al 

BLASTX 

gll4276 

204 

6.0e-23 

106 

55 

N4- (BETA-N-ACETYLGLUCOSAMINYL) -L -ASPARAGINASE PRECURSOR 
{ GLYCOSYLAS PARAGINASE ) ( AS PART YLGLUCOS AMI N I DAS E ) 
(N4- (N-ACETYL-BETA-GLUCOSAMINYL) -L-ASPARAGINE AMIDASE) 
(AGA) >gi_67759_pir MUHUGD 

N4- (beta-N-acetylglucosaminyl) -L-asparaginase (EC 3.5.1.26) 
precursor - human >gi_28534_emb_CAA39029_ (X55330) 
N4- (beta-N-acetylglucosaminyl) -L- asparaginase [Homo 
sapiens] >gi__347 60_emb_CAA39288__ (X55762) 
glycosylasparaginase precursor (AA -23 to 323) [Homo 
sapiens] >gi_4557273_ref__NP_000018 . l_pAGA_ 
aspartylglucosaminidase precursor 



Seq. No. 



27327 



4253 



# 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



153861_1.R1040 
pcp700993951.hl 

27328 

153867_1.R1040 
zhf700958665.hl 

27329 

153873_JL.R1040 
pcp700993969.hl 

27330 

153879_1.R1040 
pcp700993978.hl 

27331 

153895_1.R1040 
pcp700994004.hl 

27332 

153919_1.R1040 
uC-gmrominsoy300gllbl 

27333 

153935_1.R1040 

rca700999021.hl 

BLASTX 

g3924613 

227 

5.0e-27 

147 

54 

(AF069442) hypothetical protein [Arabidopsis thaliana] 
>gi_4263512_gb_AAD15338_ (AC004044) hypothetical protein 
[Arabidopsis thaliana] 

27334 

153935_2.R1040 
fC-gmro7008 64 959d3 

27335 

153938JL.R1040 
pmv700888824.hl 

27336 

153941_1.R1040 
uC-gmrominsoy304hl2bl 

27337 

153941_2.R1040 
jC-gmfl02220113e06dl 

27338 

153943_1.R1040 
uC-gmflminsoyOlOdllbl 



Seq. No. 



27339 



4254 



Contig ID 
5' -most EST 



153958J..R1040 
pcp700994093.hl 



Seq. No. 


27340 


Contig ID 


153988_1.R1040 


5 ' -most EST 


j C-gmst 024 0004 lb03al 


Method 


BLASTX 


NCBI GI 


g640021 


BLAST score 


689 


E value 


7.0e-73 


Match length 


144 


% identity 


95 


NCBI Description 


(X83695) gamma -tubulin 1 [Zea mays] 


Seq. No. 


27341 


Contig ID 


154029_1.R1040 


o -most HjoI 


smw70064 6254 . hi 


Method 


BLASTX 


NCBI GI 


g4455226 


BLAST score 


286 


E value 


4.0e-42 


Match length 


129 


% identity 


64 


NCBI Description 


( AL0354 4 0 ) Dllt at 1 VP nrnfpi n T Ji-raH-i rlrino i o -f-Vial •! anal 


Seq. No. 


27342 


Contig ID 


154036_1.R1040 


5' -most EST 


bth700847334 .hi 


Method 


BLASTX 


NCBI GI 


g4454006 


BLAST score 


263 


E value 


2.0e-22 


Match length 


181 


% identity 


31 


NCBI Description 


(AL035396) hypothetical protein [Arabidopsis thali 


Seq. No. 


27343 


Contig ID 


154045 1.R1040 


5 T -most EST 


pcp700994234.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27344 

154060_1.R1040 

dpv701100937.hl 

BLASTX 

g3924603 

247 

4.0e-27 

99 

68 

(AF069442) putative WD-repeat protein [Arabidopsis 
thaliana] 



Seq. No. 27345 

Contig ID 154068JL . R1040 

5 1 -most EST pcp700994270 .hi 

Method BLASTX 

NCBI GI gl399828 



4255 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157 

1.0e-10 

111 

39 

(U59235) unknown [Synechococcus PCC7942] 
27346 

154071JL.R1040 
pcp700994273.hl 

27347 

154073J..R1040 

epx701107468.hl 

BLASTX 

g3329368 

261 

7.0e-23 

110 

60 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 
27348 

154081_1.R1040 

pcp700994285.hl 

BLASTN 

g2262200 

505 

0.0e+00 

819 

93 

Phaseolus vulgaris gibberellin 20-oxidase mRNA, complete 
cds 



Seq. No. 


27349 


Contig ID 


154089 1.R1040 


5 '-most EST 


zhf700962711.hl 


Method 


BLASTX 


NCBI GI 


g3080414 


BLAST score 


476 


E value 


1.0e-47 


Match length 


120 


% identity 


78 


NCBI Description 


(AL022604) putat 


Seq. No. 


27350 


Contig ID 


154097 1.R1040 


5 '-most EST 


sat701008351.hl 


Method 


BLASTX 


NCBI GI 


g3549626 


BLAST score 


228 


E value 


6.0e-19 


Match length 


106 


% identity 


45 


NCBI Description 


(AJ009696) wall- 


Seq. No. 


27351 


Contig ID 


154100_1.R1040 



1 [Arabidopsis thaliana] 



4256 



5 '-most EST 



pcp700994314.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27352 

154104_1.R1040 

pcp700994319.hl 

BLASTX 

g3860251 

310 

9.0e-29 

90 

69 

(AC005824) putative permease [Arabidopsis thaliana] 



27353 

154108JL.R1040 

fC-gmle7000741294al 

BLASTX 

g3021270 

687 

2.0e-72 

191 

69 

(AL022347) serine/threonine kinase 
[Arabidopsis thaliana] 



-like protein 



Seq. No. 

Contig ID 
5' -most EST 



27354 

154128JL.R1040 
pcp700994357.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27355 

154143_1.R1040 

uC-gmrominsoyl25f 07bl 

BLASTX 

g2160694 

927 

1.0e-100 
231 
74 

(U73528) B' 
thaliana] 



regulatory subunit of PP2A [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



27356 

154158JL.R1040 
pcp700994392.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27357 

154165JL.R1040 

pcp700994404.hl 

BLASTX 

g3183077 

227 

4.0e-28 

156 

48 

PROBABLE 1, 4-DIHYDROXY-2-NAPHTHOATE OCTAPRENYLT RAN SFE RASE 
{ DHNA-OCTAPRENYLTRANS FERASE ) >gi_l 65311 4_db j _BAA1 8 0 3 0_ ^ 
{D90911) menaquinone biosynthesis protein [Synechocystis 



4257 



sp. ] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27358 

154211_1.R1040 

pcp700994466.hl 

BLASTX 

g4115938 

830 

4.0e-8 9 

225 

74 

(AF118223) contains similarity several bacterial 
glutathione-regulated potassium efflux system proteins 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27359 

154239JL.R1040 

leu701152401.hl 

BLASTX 

gl076580 

242 

1.0e-20 

72 

61 

alcohol dehydrogenase homolog ADH3b - tomato 
>gi_913446_bbs_160508 (S75487) alcohol dehydrogenase ADH 
{EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. red 
cherry, Peptide, 390 aa] [Lycopersicon esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27360 

154260JL.R1040 

pmv700893490.hl 

BLASTX 

g3947613 

205 

2.0e-16 

82 

46 

(AL023828) cDNA EST EMBL:M89008 comes from this gene; cDNA 
EST yk282d3.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5 '-most EST 



27361 

154271_1.R1040 
pcp700994568.h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27362 

154327JL.R1040 

fua701037573.hl 

BLASTX 

g3688173 

461 

4.0e-46 

121 

65 

(AL031804) putative protein [Arabidopsis thaliana] 



Seq. No. 



27363 



4258 



Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154332_1.R1040 

zhf700960473.hl 

BLASTN 

g4417264 

39 

1.0e-12 

87 
86 

Arabidopsis thaliana chromosome II BAC F7D8 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



27364 

154344_1.R1040 

pcp700994703.hl 

BLASTX 

g2109293 

450 

4.0e-45 

103 

81 

(U97568) serine/threonine protein kinase 
thaliana] 



[Arabidopsis 



27365 

154349_1.R1040 
pcp700994708.hl 

27366 

154358_1.R1040 
pcp700994724.hl 

27367 

154376_1.R1040 
pcp700994752.hl 

27368 

154382JL.R1040 

pcp700994763.hl 

BLASTX 

g3004564 

377 

4.0e-36 

150 

46 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 

27369 

154389_1.R1040 

pcp700994778.hl 

BLASTX 

gll72633 

420 

1.0e-41 

101 

80 

PROLIFERA PROTEIN >gi_6754 91 (L39954) contains MCM2/3/5 



4259 



family signature; PROSITE; PS00847; disruption leads to 
early lethal phenotype; similar to MCM2/3/5 family, most 
similar to YBR1441 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27370 

154397JL.R1040 
zhf700951878.hl 

27371 

154398JL.R1040 
pxt700943565.hl 

27372 

154403_1.R1040 

rca700999409.hl 

BLASTX 

g4539343 

255 

6.0e-22 

94 

57 

(AL035539) putative protein [Arabidopsis thaliana] 
27373 

154436__1.R1040 

xpa700796580.hl 

BLASTX 

g3820614 

333 

3.0e-31 

110 

59 

(AF094516) El-like protein [Homo sapiens] 
27374 

154450JL.R1040 
dpv701097012.hl 

27375 

154496_1.R1040 
uC-gmronoir036c08bl 

27376 

154499_1.R1040 

pcp700994952.hl 

BLASTX 

gll70619 

149 

5.0e-20 

138 

44 

KINESIN-LIKE PROTEIN A >gi_4 79594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084__emb_CAA1754 6_ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



4260 



Seq. No. 


27377 


uonrig id 


154509 1.R1040 


5 '-most EST 


kmv700741667.hl 


Seq. No. 


27378 


Contig ID 


154517 1.R1040 


5 '-most EST 


jex700903173.hl 


Seq. No. 


27379 


Contig ID 


154524_1.R1040 


5' -most EST 


uC-gmropic016c08bl 


Method 


BLASTX 


NCBI GI 


g733554 


djllh.0 1 score 


IRC' 


E value 


1.0e-10 


Match length 


58 


% identity 


48 


NCBI Description 


(U23450) similar tc 




elegans] 


Seq. No. 


27380 


Contig ID 


154524 2.R1040 


5' -most EST 


vzy700755643.hl 



RNA-binding protein [Caenorhabditis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

.Contig ID 



27381 

154530JL.R1040 
uC-gmflminsoyl00g09bl 

27382 

154530__2.R1040 
jC-gmro02910056f04al 

27383 

154539_1.R1040 

sat701005972.hl 

BLASTX 

gl001135 

273 

3.0e-24 

104 

52 

(D64001) acetolactate synthase [Synechocystis sp.] 
27384 

154545_1.R1040 

uC-gmflminsoy075c04bl 

BLASTX 

g4512704 

146 

3.0e-09 

117 

29 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
27385 

154557 1.R1040 



4261 



5 '-most EST 



jC-gmle01810055c05al 



Seq. No. 


27386 


Contig ID 


154558 1.R1040 


5' -most EST 


kmv700737854.hl 


Method 


BLASTX 


NCBI GI 


g4239696 


BLAST score 


266 


E value 


3.0e-23 


Match length 


63 


% identity 


73 


NCBI Description 


(AJ132767) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


27387 


Contig ID 


154562 1.R1040 


5' -most EST 


epx701110279.hl 


Seq. No. 


27388 


Contig ID 


154564_1.R1040 


5' -most EST 


uC-gmronoir014g04bl 


Method 


BLASTX 


NCBI GI 


g4539009 


BLAST score 


525 


E value 


3.0e-53 


Match length 


169 


% identity 


58 


NCBI Description 


(AL049481) putative protein [Arabidopsis thaliana] 


Seq. No. 


27389 


Contia ID 


154569 1.R1040 


5' -most EST 


jC-gmfl02220148h03al 


Method 


BLASTX 


NCBI GI 


g4454011 


BLAST score 


195 


E value 


8.0e-15 


Match length 


85 


% identity 


51 


NCBI Description 


(AL035396) putative protein [Arabidopsis thaliana] 


Seq. No. 


27390 


Contig ID 


154588 1.R1040 


5 '-most EST 


zhf700963125.hl 


Seq. No. 


27391 


Contig ID 


154595 1.R1040 


5 '-most EST 


pcp700995152.hl 


Method 


BLASTX 


NCBI GI 


g3025189 


BLAST score 


147 


E value 


5.0e-09 


Match length 


57 


% identity 


42 


NCBI Description 


HYPOTHETICAL 67.1 KD PROTEIN SLL1770 



>gi_1652753_dbj_BAA17 672_ (D90908) ABCl-like [Synechocyst 
sp.] 

Seq. No. 27392 

4262 



CI) 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



154597_1.R1040 
jC-gmst02400014dl0dl 

27393 

154610_1.R1040 
pcp700995171.hl 

27394 

154619JL.R1040 
pmv700892329.hl 

27395 

154634JL.R1040 

jC-gmle01810059f08al 

BLASTX 

gl362781 

154 

1.0e-09 

121 
20 

cytokine inducible nuclear protein C193 - human 
>gi_793841_emb_CAA58676_ (X83703) nuclear protein [Homo 
sapiens] 

27396 

154635JL.R1040 

pcp700995205.hl 

BLASTX 

g3628757 

181 

1.0e-13 

75 

44 

(AF038007) FIC1 [Homo sapiens] 
27397 

154638JL.R1040 
asn701136321.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



27398 

154708_1.R1040 

pcp700995314.hl 

BLASTX 

g3599489 

1859 

0.0e+00 

491 

74 

(AF085148) 3-oxoacyl- [acyl-carrier-protein] synthase 
[Capsicum chinense] 

27399 

154708_2.R1040 
leu701154660.hl 



Seq. No. 
Contig ID 



27400 

154731 1.R1040 



4263 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



gsv701045552.hl 

BLASTX 

g2245115 

208 

2.0e-16 

126 
39 

(Z97343) unnamed protein product [Arabidopsis thaliana] 
27401 

154732_1.R1040 
pcp700995353.hl 



Seq. No. 
Contig ID 
5' -most EST 



27402 

154732_2.R1040 
asn701135077.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27403 

154736JL.R1040 
pcp700995357.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27404 

154754_1.R1040 

epx701108951.hl 

BLASTX 

g3327389 

665 

5.0e-70 

145 

81 

(AC004483) putative DNA replication licensing factor, mcm5 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27405 

154770_1.R1040 

uC-gmronoir019f07bl 

BLASTX 

g421980 

363 

1.0e-34 

87 
76 

transforming protein (myb3) - barley 
>gi_19059_emb_CAA50223__ (X70878) MybHv33 



[Hordeum vulgare] 



Seq. No. 
Contig ID 
5' -most EST 



27406 

154789_1.R1040 
pcp700995433.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



27407 

154801_1.R1040 

uC-gmf lminsoy 1 1 8 dO 8b 1 

BLASTX 

g4530126 

413 

2.0e-43 
157 



4264 



% identity 

NCBI Description 



57 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 


27408 


Contig ID 


154812 1.R1040 


5' -most EST 


gsf700698449.hl 


Seq. No. 


27409 


Contig ID 


154816 1.R1040 


5 '-most EST 


pcp700995472.hl 


Method 


BLASTX 


NCBI GI 


g3785977 


BLAST score 


357 


E value 

J—J V V*i J- Li Vm* 


5. 0e-34 


Match length 


120 


% identity 


53 


NCBI Description 


(AC005560) putative growth regulator protein 




thaliana] 


Seq. No. 


27410 


Contig ID 


154822 1.R1040 


5' -most EST 


sat701004175.hl 


MptViori 


BLASTX 


NCBI GI 


g3250675 


BLAST score 


754 


E value 


5 . Oe-80 


Mat rh 1 print h 


342 


% identity 


51 


NCBI Description 


(AL024486) putative protein [Arabidopsis thai 


Sea. No. 


27411 


Contig ID 


154833 1.R1040 


5' -most EST 


jex700905056.hl 


Seq. No. 


27412 


Contig ID 


154836 1.R1040 


5' -most EST 


uC-gmropic063d08bl 


Seq. No. 


27413 


Contia ID 


154848 1.R1040 




smw700"646161 hi 




27414 


Contia ID 


154848 2.R1040 


5 '-most EST 


pcp700"995515.hl 


Seq. No. 


27415 


Contig ID 


154849 1.R1040 


5' -most EST 


g4303828 


Method 


BLASTX 


NCBI GI 


g4455369 


BLAST score 


284 


E value 


6.0e-25 


Match length 


85 


% identity 


71 


NCBI Description 


(AL035524) hypothetical protein [Arabidopsis 



4265 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27416 

154849_2.R1040 

fC-gmro700564066z3 

BLASTX 

g4455369 

646 

2.0e-67 

170 

74 

(AL035524) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27417 

154866J..R1040 

uC-gmf IminsoyO 7 7 a 0 9bl 

BLASTN 

g2760172 

41 

1.0e-13 

158 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUB3, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27418 ' 

154874JL.R1040 

jC-gmle01810073el2al 

BLASTN 

gl707656 

53 

7.0e-21 

125 

86 

P. sativum mRNA for DnaJ-like protein 



Seq. No. 

Contig ID 
5 '-most EST 



27419 

154904JUR1040 
kmv700743355.hl 



Seq. No. 
Contig ID 
5' -most EST 



27420 

154940_1.R1040 
jex700906705.hl 



Seq. No. 
Contig ID 
5' -most EST 



27421 

154955JL.R1040 
jC-gmro02910074d04al 



Seq* No. 
Contig ID 
5' -most EST 



27422 

154980JL.R1040 
hrw701061966.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



27423 

154995JL.R1040 

pcp700995712.hl 

BLASTX 

g3176684 

156 



4266 



E value 
Match length 
% identity 
NCBI Description 



1.0e-10 

77 

44 

(AC003671) Contains similarity to equilibratiave nucleoside 
transporter 1 gb_U81375 from Homo sapiens. ESTs gb_N65317, 
gb_T20785, gb_AA586285 and gb_AA712578 come from this gene. 
[Arabidopsis thaliana] 





27424 




155009 1.R1040 


5 1 -most EST 


zhf 700962113. hi 




BLASTN 


NCBI GI 


g3116019 


BLAST score 


208 


E value 


1.0e-113 


Match length 


331 


% identity 


91 


NCBI Description 


Pi sum sativum mRNA for 


Seq. No. 


27425 


Contig ID 


155013 1.R1040 


5' -most EST 


fC-gmse700842410fl 


Method 


BLASTX 


NCBI GI 


g2492515 


BLAST score 


148 


E value 


2.0e-09 


Match length 


39 


% identity 


79 


NCBI Description 


CELL DIVISION PROTEIN 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



FTSH HOMOLOG PRECURSOR 

>gi_2129924__pir S58298 ATPase - pepper (fragment) 

>gi_929013_emb_CAA62084_ (X90472) ATPase [Capsicum annuum] 

27426 

155014_1.R1040 
pcp700995734.hl 

27427 

155027JL.R1040 

pcp700995753.hl 

BLASTX 

g2262116 

155 

5.0e-10 

131 

30 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
27428 

155028_1.R1040 
gsv701050132.hl 

27429 

155063JL.R1040 
pcp700995804.hl 

27430 

155066 1.R1040 



4267 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pcp700995808.hl 

BLASTX 

g3550982 

568 

1.0e-58 

127 
80 

(AB010690) mutM homologue-1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27431 

155084_1.R1040 

jC-gmfl02220132aa08al 

BLASTX 

g3426037 

518 

1.0e-52 

161 
63 

(AC005168) 
thaliana] 



putative ABC transporter protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27432 

155141_1.R1040 

kmv700737722.hl 

BLASTX 

g3776557 

319 

2.0e-29 

112 

54 

(AC005388) Contains similarity to gi_2924495 hypothetical 
protein Rvl920 from Mycobacterium tuberculosis genome 
gb_AL022020. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27433 

155145_1.R1040 
kmv700739054.hl 



Seq. No. 

Contig ID 
5 '-most EST 



27434 

155146_1.R1040 
g4397659 



Seq. No. 
Contig ID 
5' -most EST 



27435 

155156__1.R1040 
kmv700737739.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27436 

155165_1.R1040 

gsv701046071.hl 

BLASTX 

g3005590 

215 

3.0e-17 

50 
78 

(AF051326) rRNA methylase [Arabidopsis thaliana] 



4268 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



27437 

155167_1.R1040 
kll701213878.hl ' 

27438 

155174_1.R1040 
kmv700737763.hl 

27439 

155198JL.R1040 

kmv700737793.hl 

BLASTX 

g3047111 

271 

5.0e-35 

171 

52 

(AF058919) No definition line found [Arabidopsis thaliana] 
27440 

155214_1.R1040 
kmv700737815.hl 

27441 

155218_1.R1040 
zpv700762681.hl 

27442 

155247_1.R1040 

kmv700737967.hl 

BLASTX 

g3184061 

143 

3.0e-09 

77 

42 

(AL023776) atp dependent helicase [Schizosaccharomyces 
pombe] 

27443 

155267_1.R1040 

sat701009238.hl 

BLASTX 

g4388717 

821 

4.0e-88 

199 

78 

(AC006413) putative nuclear phosphoprotein (contains 
multiple TPR repeats prosite :QDOC50005) [Arabidopsis 
thaliana] 

27444 

155284_1.R1040 
jsh701068504.hl 



Seq. No. 



27445 



4269 



Contig ID 
5 1 -most EST 



# 



155297JL.R1040 
kmv700737947.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27446 

155305_1.R1040 

jC-gmle01810082g07al 

BLASTX 

gll72586 

502 

4.0e-91 

384 

43 

POLYPHENOL OXIDASE Al PRECURSOR (PPO) (CATECHOL OXIDASE) 
>gi_22029_emb_CAA77764_ (Z11702) polyphenol oxidase [Vicia 
faba] 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



27447 

155318JL.R1040 
zsg701127589.hl 

27448 

155318_2.R1040 
zzp700836030.hl 

27449 

155334JL.R1040 
kmv700738015.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



27450 

155340_1.R1040 
xpa700795933.hl 

27451 

155347_1.R1040 
zhf700962131.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27452 

155347_2.R1040 
kll701215047.hl 

27453 

155351JL.R1040 

kmv700738039.hl 

BLASTX 

g416651 

328 

7.0e-31 

93 
71 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN- INDUCED PROTEIN 

PCNT103) >gi_100301_pir S16269 auxin-induced protein 

(clone pCNT103) - common tobacco >gi_19791_emb_CAA39704_ 
(X56263) auxin-induced protein [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



27454 

155406JL.R1040 
kmv700738134.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3293547 

159 

1.0e-10 

120 

33 

(AF072709) 



putative oxidoreductase [Streptomyces lividans] 



27455 

155415_1.R1040 

g5607167 

BLASTX 

g3738298 

440 

6.0e-43 

346 

34 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27456 

155437_1.R1040 
zhf700964234.hl 



Seq. No. - 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



27457 

155438JL.R1040 

kmv700738178.hl 

BLASTX 

g3176726 

243 

5.0e-21 

73 

68 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 

27458 

155458JL.R1040 

kmv700738215.hl 

BLASTX 

g4559332 

198 

3.0e-15 

44 

91 

(AC007087) putative phosphoenolpyruvate carboxylase 
[Arabidopsis thaliana] 

27459 

155462_1.R1040 

kmv700738220.hl 

BLASTX 

g4006868 

330 

3.0e-31 

80 
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# 



% identity 76 i 

NCBI Description (Z99707) putative protein [Arabidopsxs thaliana] 



Seq. No. 27460 

Contig ID 155479_1.R1040 

5' -most EST jC-gmro02910034d07al 

Method BLASTX 

NCBI GI gl652280 

BLAST score 293 

E value 2.0e-26 

Match length 143 

% identity 44 

NCBI Description (D90904) ribonuclease II [Synechocystis sp.] 



Seq. No. 
Contig ID 
5' -most EST 



27461 

155489JL.R1040 
zsg701130346.hl 



Seq. No. 
Contig ID 
5' -most EST 



27462 

155508_1.R1040 
kmv700738303.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



27463 

155526_1.R1040 
kmv700740217.hl 



Seq. No. 

Contig ID 
5 '-most EST 



27464 

155552J..R1040 
zhf700962503.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27465 

155557_1.R1040 
kmv700738379.hl 



Seq. No. 
Contig ID 
5' -most EST 



27466 

155560_1.R1040 
kll701215236.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27467 

155560_2.R1040 

jC-gmle01810028fl0al 

BLASTX 

g2828290 

313 

1.0e-28 

116 

63 

(AL021687) ankyrin-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



27468 

155564_1.R1040 

pmv700888237.hl 

BLASTX 

g!171577 

296 

6.0e-40 
120 
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% identity 


68 


NCBI Description 


/ r f\ r 'J fi 0\ In t -rv-v /-> r.rtrir>-i +- A TT •? 4- T T V d 1 afoH /Tf^ T"l f=> 1" KI 1 (Til 1 PiV\ri t 3D3C11I11 1 

(Xyo.j4o) nypsrSenSl tlvlLy reiaUcu ycjut; oj-cnia. t-cLx/a.v—w.j.i.ij 


Seq. No. 


27469 


Contig ID 


155584_1.R1040 


5 1 -most EST 


krnv/ U0/Jo4jo.nl 


Seq. No. 


27470 


Contig ID 


155593JL.R1040 


5 '-most EST 


kmv7007 38455 .hi 


Seq. No. 


27471 


Contig ID 


155608 1.R1040 


5' -most EST 


kmv700739961.hl 


Seq. No. 


27472 


Contig ID 


155667 1.R1040 


5' -most EST 


jC-gmle01810091f05al 


Method 


BLASTX 


NCBI GI 


g4508076 


BLAST score 


168 


E value 


8.0e-12 


Match length 


100 


% identity 


33 


NCBI Description 


(ACOOoooz) ooooy [AraDiciopsis Lnaiidndj 


Seq. No. 


27473 


Contig ID 


155687JL.R1040 


5 1 -most EST 


3sh701068458 .hi 


Seq. No. 


27474 


Contig ID 


155706_1.R1040 


5 '-most EST 


kmv700738615 .hi 


Seq. No. 


27475 


Contig ID 


155720 1.R1040 


5 '-most EST 


fua701039127.hl 


Seq. No. 


27476 


Contig ID 


155750 1.R1040 


5' -most EST 


kll701214463.hl 


Method 


BLASTX 


NCBI GI 


gl546694 


BLAST score 


52b 


E value 


8.0e-54 


Match length 


144 


% identity 


69 


NCBI Description 


r*Tr\r\t*tf\f\ AA j j—-,— TV fnnon - i r 7\ v\ V-\ -5 /»3 oto ■hVol i anal 

(X98806) peroxidase AlrzUa LAraoiaopsis tnaiidiidj 


Seq. No. 


27477 


Contig ID 


155815 1.R1040 


5 '-most EST 


kmv700738766.hl 


Seq. No. 


27478 


Contig ID 


155874 1.R1040 


5' -most EST 


kmv700738846.hl 
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Seq. No. 


27479 


Contig ID 


155883JL.R1040 


5* -most EST 


epx701107287 .hi 


Method 


BLASTX 


NCBI GI 


g3135611 


BLAST score 


221 


E value 


5 . Oe-18 


Match length 


119 


% identity 


44 


NCBI Description 


(AF062485) cellulose synthase 


Seq. No. 


27480 


Contig ID 


155897_1.R1040 


5' -mo st EST 


kmv700738875.hl 


Method 


BLASTX 


NCBI GI 


g3367519 


BLAST score 


463 


E value 


3.0e-46 


Match length 


139 


% identity 


63 


NCBI Description 


(AC004392) Contains similarity 




Ca2+-mdependent phospholipase 




[Arabidopsis thaliana] 


Seq. No. 


27481 


Contig ID 


155911_1.R1040 


5 T -most EST 


uC-gmrominsoyl74a06bl 


Method 


BLASTX 


NCBI GI 


g3859112 


BLAST score 


247 


E value 


3.0e-22 


Match length 


88 


% identity 


60 


NCBI Description 


(AF031607) male sterility MS 5 


Seq. No. 


27482 


Contig ID 


155924_1.R1040 


5' -most EST 


uC-gmronoir051d06bl 


Seq. No. 


27483 


Contig ID 


155994JL.R1040 


5' -most EST 


kmv700739006.hl 


Method 


BLASTX 


NCBI GI 


g2244912 


BLAST score 


265 


E value 


2.0e-29 


Match length 


142 


% identity 


54 


NCBI Description 


(Z97339) similar to transketol 


Seq. No. 


27484 


Contig ID 


155996 1.R1040 


5' -most EST 


kmv700739008.hl 


Method 


BLASTX 


NCBI GI 


g3859944 


BLAST score 


172 


E value 


4.0e-12 
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Match length 

% identity 

NCBI Description 



47 
70 

(AF084570) FKBP12 interacting protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



27485 

155996_2.R1040 
smc700746270.hl 

27486 

156013_1.R1040 
gsv701046457.hl 

27487 

156019JL.R1040 

fC-gmle700739040al 

BLASTX 

g3450842 

612 

1.0e-63 

128 

89 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 

27488 

156091_1.R1040 

fC-gmle700739163al 

BLASTX 

g3122671 

702 

2.0e-74 

145 

86 

HYPOTHETICAL RAEl-LIKE PROTEIN >gi_212967 6_pir S71241 

probable export protein - Arabidopsis thaliana >gi_1297188 

(U53501) Theoretical protein with similarity to Swiss-Prot 
Accession Number P41838 poly A+ RNA export protein 

[Arabidopsis thaliana] 

27489 

156136_1.R1040 
pxt700940920.hl 

27490 

156216JL.R1040 
kmv700739404.hl 

27491 

156217JL.R1040 

kmv700739405.hl 

BLASTX 

g2262158 

408 

6.0e-40 

114 

66 
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NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(AC002329) putative mitochondrial phosphate translocator 
protein [Arabidopsis thaliana] 

27492 

156223JL.R1040 
awf700840272.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27493 

156256_1.R1040 
kmv700741147.hl 

27494 

156259JL.R1040 

kmv700739469.hl 

BLASTX 

g4510389 

479 

2.0e-48 

128 

72 

(AC007017) putative solute carrier protein [Arabidopsis 
thaliana] 

27495 

156263JL.R1040 

rca700998391.hl 

BLASTX 

g3334667 

138 

1.0e-08 

36 

75 

(Y10493) putative cytochrome P450 [Glycine max] 
27496 

156267_1.R1040 
fde700875994.hl 

27497 

156267_2.R1040 
fC-gmle700739489al 

27498 

156285_1.R1040 

awf700836661.hl 

BLASTX 

gl076318 

219 

3.0e-18 

78 

41 

dihydrolipoamide S-acetyltransf erase (EC 2.3.1.12) 
precursor - Arabidopsis thaliana (fragment) 
>gi_559395_emb_CAA86300_ (Z46230) dihydrolipoamide 
acetyltransf erase (E2) subunit of PDC [Arabidopsis 
thaliana] 



4276 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27499 

156287JL.R1040 

kmv700739545.hl 

BLASTX 

g3377803 

191 

3.0e-14 

51 

63 

(AF075597) Similar to (p)ppGpp synthetase; T2H3.9 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27500 

156292_1.R1040 

uC-gmrominsoyl98c07bl 

BLASTX 

g3935168 

1100 

1.0e-120 

281 

79 

(AC004557) F17L21.11 [Arabidopsis thaliana] 
27501 

156301JL.R1040 

g5677515 

BLASTX 

g3236235 

302 

3.0e-27 

88 

68 

(AC004684) unknown protein [Arabidopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



27502 

156305JL.R1040 
leu701145416.hl 



Seq, No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27503 

156309J..R1040 

jC-gmle01810009h02al 

BLASTX 

gll84075 

715 

2.0e-75 

349 

7 

(U42444) Cf-2.1 [Lycopersicon pimpinellif olium] 

>gi_1587673_prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 



Seq. No. 

Contig ID 
5 T -most EST 
Method 



27504 

156316_1.R1040 

kmv700739687.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3402689 
303 

6.0e-28 

81 

73 

(AC004697) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27505 

156338_1.R1040 
leu701154128.hl 



Seq. No. 
Contig ID 
5' -most EST 



27506 

156345_1.R1040 
g5605837 



Seq. No. 
Contig ID 
5' -most EST 



27507 

156351JL.R1040 
kmv700739670.hl 



Seq. No. 
Contig ID 
5' -most EST 



27508 

156375JL.R1040 
kmv700739711.hl 



Seq. No. 
Contig ID 
5' -most EST 



27509 

156391JL.R1040 
kmv700739779.hl 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27510 

156393JL.R1040 

fC-gmse7000754533fl 

BLASTX 

g3367568 

643 

3.0e-67 
174 
68 

(AL031135) 
thaliana] 



protein kinase - like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 T -most EST 



27511 

156412JL.R1040 
uC-gmrominsoyl69b01bl 



Seq. No. 
Contig ID 
5 '-most EST 



27512 

156412_2.R1040 
bth700848345.hl 



Seq. No. 
Contig ID 
5' -most EST 



27513 

156425_1.R1040 
kmv700741476.hl 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



27514 

156447JL.R1040 

fC-gmle700739836al 

BLASTN 

g495658 

161 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-85 
377 
8 6 

Pisum sativum aspartate carbamoyltransf erase (pyrBl) mRNA, 
complete cds 

27515 

156448JL.R1040 

jC-gmfl02220077f06dl 

BLASTX 

g2804280 

198 

3.0e-15 

63 

57 

(AB003687) 6-4 photolyase [Arabidopsis thaliana] 
>gi_3929918_dbj__BAA34711_ (AB017331) 6-4 photolyase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



27516 

156458_1.R1040 
kmv700739866.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27517 

156473_1.R1040 

eep700867371.hl 

BLASTX 

g4455363 

313 

2.0e-28 

142 

40 

(AL035524) Medicago nodulin N21-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27518 

156506_1.R1040 

g5666770 

BLASTX 

g4490316 

212 

5.0e-17 

96 

55 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
27519 

156520JL.R1040 

fC-gmle700739977al 

BLASTX 

g2997593 

259 

9.0e-23 

89 

57 

(AF020816) glucose-6-phosphate/phosphate-translocator 
precursor [Solanum tuberosum] 



4279 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27520 

156551JL.R1040 

jC-gmle01810009a03dl 

BLASTX 

g3080402 

175 

1.0e-12 

44 

75 

(AL022603) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] >gi_4455266__emb_CAB36802 . 1_ 
(AL035527) putative NADPH quinone oxidoreductase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27521 

156581JL.R1040 
kmv700740079.hl 



Seq. No. 
Contig ID 
5" -most EST 



27522 

156588JL.R1040 
kmv700740093.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27523 

156593JL.R1040 

sat701003618.hl 

BLASTX 

g2832649 

406 

6.0e-40 

101 

73 

(AL021710) adenylosuccinate lyase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 
Contig ID 
5 '-most EST 



27524 

156634_1.R1040 
jC-gmro02910024d03al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27525 

156651JL.R1040 

fC-gmle700740186al 

BLASTX 

g4510406 

475 

2.0e-47 

147 

65 

(AC006587) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27526 

156665JL.R1040 
eep700865943.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27527 

156692JL.R1040 
jC-gmst02400057f01dl 



4280 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



27528 

156708_1.R1040 
fua701039591.hl 

27529 

156728J..R1040 
kmv700740492.hl 

27530 

156800JL.R1040 
kmv700740391.hl 

27531 

156869JL.R1040 

kmv700740491.hl 

BLASTX 

g4218126 

283 

2.0e-25 

88 

55 

(AL035353) putative protein [Arabidopsis thaliana] 
27532 

156872JL.R1040 
kmv700740494.hl 

27533 

156877JL.R1040 
zhf700956784.hl 

27534 

156880_1.R1040 

asn701140433.hl 

BLASTX 

g4522004 

204 

3.0e-16 
86 



% identity 

NCBI Description 


50 

(AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 


Seq. No. 
Contig ID 
5' -most EST 


27535 

156898 1.R1040 
bth700848106.hl 


Seq. No. 
Contig ID 
5 '-most EST 


27536 

156905 1.R1040 
zhf700953760.hl 


Seq. No. 
Contig ID 
5 '-most EST 


27537 

156909 1.R1040 
kmv700740557.hl 


Seq. No. 


27538 



4281 



Contig ID 
5' -most EST 



# 



156939J..R1040 
kmv700740625.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 T -most EST 



27539 

156942_1.R1040 

kmv700740628.hl 

BLASTX 

g3894172 

532 

3.0e-54 

194 

48 

(AC005312) putative cinnamoyl-CoA reductase [Arabidopsis 
thaliana] 

27540 

156969JL.R1040 
kmv700740688.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 



27541 

156974JL.R1040 

bth700849423.hl 

BLASTX 

gl296805 

428 

2.0e-42 

117 

70 

(X90929) C-terminal peptidase of the Dl protein [Hordeum 
vulgare] 

27542 

156980JL.R1040 
leu701153567.hl 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



27543 

157021_1.R1040 
g5607109 

27544 

157046JL.R1040 
kmv700740817.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



27545 

157070J..R1040 

kmv700740864.hl 

BLASTX 

g2244910 

176 

1.0e-12 

85 

44 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
27546 

157075J..R1040 
jsh701064103.hl 



4282 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4115914 

508 

9.0e-67 

214 

60 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=297.8, E=1.3e-85, 
N=l) [Arabidopsis thaliana] >gi_4539410_emb_CAB40043 . 1_ 

(AL049524) putative Fe (II) /ascorbate oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



27547 

157088_1.R1040 
kmv700743634.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27548 

157090_1.R1040 
leu701147124.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



27549 

157095_1.R1040 

zpv700760606.hl 

BLASTX 

g2213597 

607 

4.0e-63 

170 

63 

(AC000348) T7N9.17 [Arabidopsis thaliana] 
27550 

157123JL.R1040 
fC-gmle700741352al 



Seq. No, 
Contig ID 
5' -most EST 



27551 

157158JL.R1040 
kmv700740995.hl 



Seq. No. 
Contig ID 
5" -most EST 



27552 

157181JL.R1040 
gsv701052712.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27553 

157191J..R1040 
jC-gmle01810071el0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27554 

157215_1.R1040 

kmv700741072.hl 

BLASTX 

g3786011 

177 

2.0e-23 
69 



(AC005499) putative elongation factor [Arabidopsis 



4283 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana] 
27555 

157220_1.R1040 
hrw701061188.hl 

27556 

157221JL.R1040 

rca700997763.hl 

BLASTX 

g3319713 

1046 

1.0e-114 
272 

71 . 
(AJ006992) chitinase precursor [Canavalia ensiformis] 

27557 

157237_1.R1040 
kmv700741105.hl 

27558 

157244JL.R1040 
kmv700741112.hl 

27559 

157324JL.R1040 
uC-gmf IminsoyO 9 9b0 9b 1 

27560 

157332JL.R1040 
bnu700967559.hl 

27561 

157336_1.R1040 

smc700747435.hl 

BLASTX 

g2501296 

217 

6.0e-18 

87 

49 

DNA GYRASE SUBUNIT B >gi_1652801_dbj_BAA17720_ (D90908) DNA 
gyrase B subunit [Synechocystis sp.] 

27562 

157345_1.R1040 

kmv700741250.hl 

BLASTX 

g3493253 

159 

3.0e-ll 

64 

50 

(AF076156) catechol-O-methyltransferase [Mus musculus] 



Seq. No. 



27563 



4284 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



157355J..R1040 

kmv700741261.hl 

BLASTN 

g510546 

324 

0.0e+00 

589 

89 

P. sativum mRNA for starch 



branching enzyme II 



27564 

157442_1.R1040 

smc700749730.hl 

BLASTX 

g4204311 

181 

1.0e-13 

65 
57 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 





27565 


Port-f- i rr TP) 


157495 1.R1040 


D iLlUb L HjOI 


kmv700T41453 .hi 


oeq. iM o • 


27566 


Contia ID 


157496 1.R1040 


5 '-most EST 


zsg701123053.hl 


Seq. No. 


27567 


Contig ID 


157496 2.R1040 


5' -most EST 


fde700875595.hl 


Seq. No. 


27568 


Contig ID 


157516 1.R1040 


5' -most EST 


kmv700741487.hl 


Method 


BLASTX 


NCBI GI 


g404688 


BLAST score 


266 


E value 


1.0e-23 


Match length 


97 


% identity 


55 


NCBI Description 


(LI 907 4) cytochrome 


Seq. No. 


27569 


Contig ID 


157539 1.R1040 


5' -most EST 


kmv700741519.hl 


Method 


BLASTX 


NCBI GI 


gl708972 


BLAST score 


333 


E value 


8.0e-31 


Match length 


158 


% identity 


42 


NCBI Description 


(R) -MANDELONITRILE 



SE ISOFORM 3 PRECURSOR 
V x ii4 , iW ^«*^~- 3) ( (R) -OXYNITRILASE 3) >gi_1262279 

(U51562) (R)-(+)-mandelonitrile lyase isoform MDL3 



4285 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



precursor [Prunus serotina] >gi_2343181 (AF013161) 
(R)-(+)-mandelonitrile lyase isoform MDL3 precursor [Prunus 
serotina] 

27570 

157541JL.R1040 
kmv700741521.hl 

27571 

157557JL.R1040 
pmv700894256.hl 

27572 

157585_1.R1040 
gsv701045237.hl 

27573 

157633JL.R1040 

kmv700741674.hl 

BLASTX 

g4539369 

182 

1.0e-23 

88 

60 

(AL049525) putative protein [Arabidopsis thaliana] 
27574 

157640_1.R1040 
bth700844817.hl 

27575 

157651JL.R1040 
zpv700761954.hl 

27576 

157651_2.R1040 
kmv700741709.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



27577 

157686JL.R1040 

kmv700741760.hl 

BLASTX 

g4539343 

231 

3.0e-19 

121 

48 

(AL035539) putative protein [Arabidopsis thaliana] 
27578 

157688JL.R1040 
sat701011341.hl 

27579 

157700JL.R1040 
jC-gmle01810057d04dl 



4286 



Sea No. 


27580 


Contia ID 


157712 1.R1040 


5 '-most EST 


jC-gmst02400049h05dl 


Seq. No. 


27581 


Contig ID 


157713 1.R1040 


5 '-most EST 


kmv700743793.hl 


Method 


BLASTX 


NCBI GI 


g3775987 


BLAST score 


173 


Ti* T7 A 1 lip 
Hi vai uc 


7.0e-13 


Mp"hrh lenath 


51 


& -i Hpni" it"v 


65 


NCBI Description 


(AJ010457) RNA helicc 


Sea No . 


27582 


Contig ID 


157728 1.R1040 


5' -most EST 


kmv700741821.hl 


Method 


BLASTN 


NCBI GI 


g4519184 


BLAST score 


53 


E value 


4.0e-21 


Match length 


117 


% identity 


86 


NCBI Description 


Arabidopsis thaliana 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



K15F13, complete sequence 
27583 

157739JL.R1040 
xzm700763715.hl 



27584 

157754_2.R1040 

cle700967748.hl 

BLASTX 

g3063455 

313 

6.0e-29 

72 

76 

(AC003981) F22013, 



17 [Arabidopsis thaliana] 



27585 

157782_1.R1040 
smc700748556.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27586 

157783JL.R1040 

jC-gmro02910038f02al 

BLASTX 

g3080401 

337 

l.Ge-31 

95 
67 

(AL022603) putative protein [Arabidopsis thaliana] 



4287 



>gi_4455265_emb_CAB36801.1_ (AL035527) putative protein 
[Arabidopsis thaliana] 

Seq. No, 27587 

Contig ID 157801J..R1040 

5 T -most EST kmv700741935 . hi 

Seq. No. 27588 

Contig ID 157830_1.R1040 

5 1 -most EST jC-gmro02800031e05al 

Seq. No. 27589 

Contig ID 157843JL .R1040 

5' -most EST kmv700742008 .hi 

Seq. No. 27590 

Contig ID 157865J..R1040 

5 ? -most EST kmv700742049.hl 

Method BLASTN 

NCBI GI g510545 

BLAST score 157 

E value 6.0e-83 

Match length 285 

% identity 89 

NCBI Description P. sativum mRNA for starch branching enzyme I 

Seq. No. 27591 

Contig ID 157870_1 .R1040 

S'-most EST smc700747937.hl 

Method BLASTX 

NCBI GI g2388561 

BLAST score 543 

E value 1.0e-55 

Match length 165 

% identity 66 

NCBI Description (AC000098) Similar to Arabidopsis hypothetical protein 
PID:e326839 (gb_Z97337) . [Arabidopsis thaliana] 

Seq. No. 27592 

Contig ID 157913_1 .R1040 

5' -most EST kmv700742131 .hi 

Seq. No. 27593 

Contig ID 157920JL . R1040 

5' -most EST kmv700742139.hl 

Method BLASTX 

NCBI GI gll68235 

BLAST score 185 

E value 2.0e-14 

Match length 41 

% identity 88 

NCBI Description 6-PHOSPHOGLUCONATE DEHYDROGENASE, DECARBOXYLATING 

>gi_1073800_pir C64077 6-phosphogluconate dehydrogenas 

decarboxylating (gnd) homolog - Haemophilus influenzae 
(strain Rd KW20) >gi_1573539 (U32737) 6-phosphogluconat 
dehydrogenase, decarboxylating (gnd) [Haemophilus 
influenzae Rd] 



4288 



Seq. No, 
Contig ID 
5' -most EST 



27594 

157926_1.R1040 
kmv700742157.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27595 

157941JL.R1040 
jC-gmfl02220127hllal 

27596 

157973_1.R1040 

pmv700890770.hl 

BLASTX 

g537404 

335 

1.0e-31 

66 

89 

(D26537) WSI76 protein induced by water stress [Oryza 
sativa] 



Seq. No. 


27597 


Contig ID 


157991 1.R1040 


5' -most EST 


pxt700945008.hl 


Method 


BLASTX 


NCBI GI 


g3402687 


BLAST score 


394 


E value 


6.0e-38 


Match length 


151 


% identity 


53 


NCBI Description 


( ACO 04697) unknown 


Seq. No. 


27598 


Contig ID 


158003 1.R1040 


5' -most EST 


fC-gmle700742323al 


Method 


BLASTX 


NCBI GI 


g!26334 


BLAST score 


168 


E value 


1.0e-ll 


Match length 


177 


% identity 


33 


NCBI Description 


LIPASE PRECURSOR { 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi__79925_pir A24075 lipase precursor - Staphyloc 

hyicus >gi_47136_emb_CAA26602_ (X02844) precursor 
[Staphylococcus hyicus] 

27599 

158036_1.R1040 

zhf700960242.hl 

BLAST N 

gl694899 

103 

6.0e-51 

271 
85 

P. sativum mRNA for Copl protein 



4289 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No* 
Contig ID 
5' -most EST 



27600 

158066_1.R1040 
jC-gmle01810044h01dl 

27601 

158088J..R1040 

kmv700742511.hl 

BLASTX 

g401213 

376 

3.0e-36 

127 

64 

ANTHRANILATE PHO S PHOR I BO SYL TRANSFERASE PRECURSOR >gi_166792 
(M96073) phosphoribosylanthranilate transferase 

[Arabidopsis thaliana] >gi_4 45600_prf 1909347A 

phosphoribosylanthranilate transferase [Arabidopsis 
thaliana] 

27602 

158097__1.R1040 
vzy700751779.hl 

27603 

158122_1.R1040 
kmv700742589.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



27604 

158141_1.R1040 
g5753461 

27605 

158162_1.R1040 
kmv700742669.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27606 

158207_1.R1040 

jC-gmle01810093f01al 

BLASTX 

g2245095 

446 

8.0e-57 

143 

81 

(Z97343) formyltransf erase purU homolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



27607 

158255_1.R1040 
jex700904465.hl 

27608 

158289JL.R1040 
pmv700891478.hl 

27609 

158291 1.R1040 



4290 



5 1 -most EST 


jC-gmle01810084f03al 


Method 


BLASTX 


NCBI GI 


g3377517 


BLAST score 


670 


E value 


2.0e-70 


Match length 


208 


% identity 


64 


NCBI Description 


(AF073361) nitrate transporter NTLl [Araioiaopsis rnanana 


Seq. No. 


27610 


Contig ID 


158355 1.R1040 


5' -most EST 


kmv700743045.hl 


Seq. No. 


27611 


Contig ID 


158379 1.R1040 


5' -most EST 


gsv701049990.hl 


Method 


BLASTX 


NCBI GI 


g3201635 


BLAST score 


296 


E value 


4.0e-27 


Match length 


75 


% identity 




NCBI Description 


(AC004 669) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


27612 


Cant i a ID 


158407 1.R1040 


S 1 -most EST 


kmv700743124 .hi 


Seer. No. 


27613 


Contia ID 


158438 1.R1040 


5 '-most EST 


rlr700895959.hl 


fit; u vj. 


BLASTX 


NCBI GI 


g2827661 


BLAST score 


244 


K value 


3.0e-21 


Match length 


59 


% identity 


75 


NCBI Description 


(AL021637) hyuC-like protein [Arabidopsis thaliana] 


Seq. No. 


27614 


Contig ID 


158440JL.R1040 


5' -most EST 


uC-gmf lminsoy 0 4 4bl Obi 


Seq. No. 


27615 


Contig ID 


158473 1.R1040 


S'-most EST 


kmv700743250.hl 


Seq. No. 


27616 


Contia ID 


158558 1.R1040 


S 1 -most EST 


kmv700743410.hl 


Qpff No 


27617 


Contig ID 


158571 1.R1040 


5' -most EST 


fde700874744.hl 


Method 


BLASTX 


NCBI GI 


g3510254 


BLAST score 


260 



4291 



E value 


5.0e-23 


Match length 


67 


% identity 


75 


NPRT Descriotion 


(AC005310) putative zinc transporter [Arabidopsis thaliana 


Sea No. 


27618 


fontia ID 


158599 1.R1040 


5 T -most EST 


fC-gmle700743470al 


Mpt hnd 


BLASTX 


NCBI GI 


g4102600 


BLAST score 


544 


F va 1 up 


6. Oe-56 




123 


% identity 


80 


NCBI Description 


(AF013467) ARF6 [Arabidopsis thaliana] 


Sea No. 


27619 


Pont i a ID 


158627 1.R1040 


t; i -mnc;+- FST 


uC— gmrominsoy030c01bl 




27620 


Pont" i a ID 


158667 1.R1040 


5 1 -most EST 


rca700997551.hl 


1 it; u iiwtwi 


BLASTX 


NCBI GI 


g2347199 


BLAST score 


522 


F TT O 1 1 1 O 

ill v Cl-L UC 


1 Oe-53 


L la. L. Oil xciiy Lii 


225 


% identity 


49 


NCBI Description 


{AC002338) protein kinase isolog [Arabidopsis thaliana] 


Spa No 


27621 


Contig ID 


158695 1.R1040 


5 '-most EST 


leu701150633.hl 


Co rr K\r\ 
O C L£ • IN • 


27622 


Contia ID 


158727 2.R1040 


c; • -mnqf FST 


jC-gmst02400049e02dl 


Spa Nn 


27623 


Pont" in T D 


158736 1.R1040 


5 ' -most EST 


jC-gmst02400066b05a2 




BLASTX 


NCBI GI 


g2088658 


BLAST score 


366 


F vfi 1 hp 

ipj V ^* LA ^ 


6.0e-35 


Match 1 pnath 


120 


£• -i Hpnf 1 fv 

O XVICIILXI.^ 


21 


TvTP'RT ripcipri ni*i nn 

INUDl LlCOUlXpi — LKJi.1 


(AF002109) unknown protein [Arabidopsis thaliana] 




27624 


Pnn -f- -I rr TD 


158751 1.R1040 


5 '-most EST 


g5605744 


Method 


BLASTX 


NCBI GI 


g4567247 


BLAST score 


454 


E value 


4.0e-45 



4292 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



138 
62 

(AC007070) unknown protein [Arabidopsis thaliana] 
27625 

158768_1.R1040 
zhf700960112.hl 

27626 

158804JL.R1040 

kmv700743942.hl 

BLASTX 

g!903360 

188 

4.0e-14 

123 

37 

(AC000104) Similar to Arabidopsis 2A6 (gb_X83096) . EST 
gb_T76913 comes from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



27627 

158842_1.R1040 
kmv700744008.hl 

27628 

158954_1.R1040 
rca700996387.hl 

27629 

158989_1.R1040 
uC-gmronoir057f 06bl 

27630 

158994_1.R1040 
leu701148728.hl 

27631 

158997_1.R1040 
smw700646229.hl 

27632 

159036_1.R1040 

ary700764309.hl 

BLASTX 

g3377803 

601 

2.0e-62 

200 

61 

(AF075597) Similar to (p)ppGpp synthetase; 
[Arabidopsis thaliana] 

27633 

159055JL.R1040 
smc700744206.hl 
BLASTX 
g4263704 



T2H3.9 



4293 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



166 

3.0e-ll 

78 
38 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

27634 

159080JL.R1040 
fC-gmro700744539al 



Seq, No. 

Contig ID 
5 '-most EST 



27635 

159153_1.R1040 
smc700744305.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27636 

159161_1.R1040 

smc700744314.hl 

BLASTX 

g2213594 

219 

3.0e-19 

84 

56 

(AC000348) T7N9.14 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27637 

159171_1.R1040 
smc700744327.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27638 

159179_1.R1040 
smc700747036.hl 



Seq. No. 
Contig ID 
5' -most EST 



27639 

159182J..R1040 
uC-gmrominsoy0001a08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



27640 

159203_1.R1040 

smc700747068.hl 

BLASTN 

g4519193 

35 

2.0e-10 

91 

85 

Arabidopsis thaliana genomic DNA, 
MDC11, complete sequence 

27641 

159274_1.R1040 
smc700744564.hl 



chromosome 3, PI clone 



Seq. No. 
Contig ID 
5 '-most EST 



27642 

159284_1.R1040 
pmv700888323.hl 



4294 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4455359 

348 

4.0e-33 

106 

64 

(AL035524) putative protein [Arabidopsis thaliana] 
27643 

159317JL.R1040 

smc700744707.hl 

BLASTX 

g2244763 

339 

4.0e-37 

104 

72 

(Z97335) A6 anther-specific protein [Arabidopsis thaliana] 
27644 

159354JL.R1040 

uC-gmrominsoy050a03bl 

BLASTX 

g2827699 

150 

2.0e~09 

84 

40 

(AL021684) predicted protein [Arabidopsis thaliana] 



27645 

159363_1.R1040 

jC-gmst02400027c08al 

BLASTX 

g4467111 

518 

2.0e-60 

163 

67 

(AL035538) putative protein 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



27646 

159414_1.R1040 
hrw701061205.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27647 

159468_1.R1040 

smc700745014.hl 

BLASTX 

g4433381 

211 

3.0e-17 

75 

57 

(D50034) 4-coumarate:CoA ligase [Nicotiana tabacum] 



Seq. No. 



27648 



4295 



Contig ID 
5 '-most EST 



© 



159475JL.R1040 
smc700745049.hl 



Seq. No. 


27649 




Contig ID 


159490 1.R1040 




5' -most EST 


kll701210978.hl 




Method 


BLASTX 




NCBI GI 


gl931640 




BLAST score 


511 




E value 


4.0e-52 




Match length 


114 




% identity 


77 




NCBI Description 


(U95973) Serine carboxypeptidase isolog 


[Arabidops 




thaliana] 




Seq. No. 


27650 




Contig ID 


159500_1.R1040 




5 '-most EST 


uC-gmflminsoy001d04bl 




Method 


BLASTX 




NCRT GI 


a4038034 




BLAST score 


295 




i-4 v G.-L LiC 


2 Oe-26 




Match length 


77 




2- A Hpnt i t" v 


74 




NIPRT Dp qpri nt i on 


(AC005936) unknown protein [Arabidopsis 


thaliana] 


Seer. No. 


27651 




Contig ID 


159536 1.R1040 




5' -most EST 


gsv701049536.hl 




li^ U 11 


BLASTX 




NCBI GI 


g4544412 




BLAST score 


150 




E value 


2.0e-09 




Match length 


101 




% i dpnt it v 


32 




NCBI Description 


(AC006955) hypothetical protein [Arabidopsis thali 


Sea. No. 


27652 




Contig ID 


159606 2.R1040 






eep700866025.hl 




Seq. No. 


27653 




Contig ID 


159614 1.R1040 




S'-nio^t EST 


pxt700946155.hl 




Seq. No. 


27654 




Contig ID 


159632 1.R1040 




5' -most EST 


smc700745377.hl 




Method 


BLASTX 




NCBI GI 


g3075398 




BLAST score 


576 




E value 


3.0e-59 




Match length 


199 




% identity 


55 




NCBI Description 


(AC004484) unknown protein [Arabidopsis 


thaliana] 


Seq. No. 


27655 





4296 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



159685JL.R1040 
jex700909716.hl 

27656 

159701JL.R1040 
pmv700891919.hl 

27657 

159756JL.R1040 

uC-gmrominsoy230e08bl 

BLASTX 

gl946371 

373 

9.0e-36 

129 

59 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 

27658 

159823JL.R1040 

smc700745818.hl 

BLASTX 

gl086263 

195 

7.0e-15 

141 
33 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 

27659 

159837_1.R1040 

smc700745847.hl 

BLASTX 

g3367568 

379 

2.0e-36 

113 

62 

(AL031135) protein kinase 
thaliana] 



like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



27660 

159847_1.R1040 
smc700745871.hl 

27661 

159851_1.R1040 
uC-gmrominsoy284d04bl 

27662 

159884JL.R1040 

smc700745936.hl 

BLASTX 

g3776573 

533 



4297 



E value 
Match length 
% identity 
NCBI Description 



2.0e-54 

173 

58 

(AC005388) Similar to nodulins and lipase homolog F14J9.5 
gi_3482914 from Arabidopsis thaliana BAC gb_AC003970. 
Alternate first exon from 72258 to 72509, [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



27663 

159920JL.R1040 
smc700746027.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 1 

% identity 

NCBI Description 



27664 

159922JL.R1040 

smc700746031.hl 

BLASTX 

g2129933 

153 

2.0e-10 

47 

66 

myb-related transcription factor TMH27 - tomato 
>gi_1167484_emb_CAA64614_ (X95296) transcription factor 
[Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 



27665 

159925JL.R1040 
leu701149294.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27666 

159930_1.R1040 

gsv701054304.hl 

BLASTX 

g3036840 

232 

2.0e-19 

91 
51 

(AJ222967) cystinosin [Homo sapiens] 
>gi_3036851_emb_CAA75882_ (Y15924) cystinosin 
sapiens] 



[Homo 



Seq. No. 
Contig ID 
5' -most EST 



27667 

159951JL.R1040 
dpv701101389.hl 



Seq. No. 
Contig ID 
5' -most EST 



27668 

159970JL.R1040 
hrw701062059.hl 



Seq. No. 
Contig ID 
5' -most EST 



27669 

159984JL.R1040 
smc700747140.hl 



Seq. No. 
Contig ID 
5' -most EST 



27670 

159988_1.R1040 
asn701139351.hl 



4298 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3172025 

210 

6.0e-17 

70 
66 

(AB005805) 



aldehyde oxidase [Arabidopsis thaliana] 



27671 

159993_1.R1040 
zhf700951771.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



27672 

160011_1.R1040 

kll701206372.hl 

BLASTX 

g3355464 

246 

5.0e-21 

118 

47 

(AC004218) putative ATP-binding-cassette protein, 3' 
partial [Arabidopsis thaliana] 

27673 

160016_1.R1040 
smc700746184.hl 



Seq. No. 
Contig ID 
5' -most EST 



27674 

160042_1.R1040 
smc700746222.hl 



Seq. No. 
Contig ID 
5' -most EST 



27675 

160049JL.R1040 
smc700746233.hl 



Seq. No. 

Contig ID 
5' -most EST 



27676 

160064_1.R1040 
smc700746265.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



27677 

160071J..R1040 

g5753341 

BLASTX 

g2288982 

357 

8.0e-34 

111 

68 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
27678 

160071_2.R1040 
jex700908256.hl 

27679 

160087 1.R1040 



4299 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02800042a02al 

BLASTX 

g4097522 

689 

2.0e-72 

213 
66 

(U63534) cinnamyl alcohol dehydrogenase 
ananas sa] 



[Fragaria x 



27680 

160087_2.R1040 

fC-gmro700749247a2 

BLASTX 

g4097522 

598 

4.0e-62 

170 
66 

(CJ63534) cinnamyl alcohol dehydrogenase [Fragaria x 
ananassa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



27681 

160101_1.R1040 
jC-gmst02400016d01dl 

27682 

160103_1.R1040 

epx701105621.hl 

BLASTX 

g3661610 

711 

2.0e-75 

145 

93 

(AF092565) splicing factor Prp8 



[Homo sapiens] 



27683 

160104_1.R1040 

jC-gmfl02220081e06al 

BLASTX 

g4539314 

238 

1.0e-19 

282 
34 

(AL03567 9) kinesin like protein [Arabidopsis thaliana] 
27684 

160104_2.R1040 

uC-gmflminsoy082c05bl 

BLASTX 

g4539314 

160 

7.0e-ll 

132 
38 



4300 



NCBI Description (AL03567 9) kinesin like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



27685 

160107JL.R1040 
zzp700833586.hl 

27686 

160111JL.R1040 

jC-gmro02800035c06al 

BLASTX 

g4467125 

604 

3.0e-81 

200 

73 

(AL035538) putative protein [Arabidopsis thaliana] 
27687 

160129JL.R1040 

pmv700889726.hl 

BLASTX 

g4426611 

156 

2.0e-10 

106 

32 

(AFO 96897) pushover [Drosophila melanogaster] 
27688 

160141_1.R1040 
smc700746360.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27689 

160148_1.R1040 
smc700746369.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27690 

160156_1.R1040 

dpv701099069.hl 

BLASTN 

g218261 

92 

2.0e-44 

180 

88 

Soybean mRNA for early nodulin 
27691 

160163JL.R1040 

zpv700759810.hl 

BLASTX 

g3193310 

356 

1.0e-33 

130 

52 

(AF069300) contains similarity to Nicotiana tabacum hinl 



4301 



# 

(GB:Y07563) [Arabidopsis thaliana] 



Seq. No. 27692 

Contig ID 160174_1 . R1040 

5' -most EST jC-gmst02400076g03al 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27693 

160179JL.R1040 

jex700908178.hl 

BLASTX 

g4490937 

299 

7.0e-27 
192 

32 ■ r 

(AJ132261) hypothetical helicase K12H4 . 8-like protein [Homo 
sapiens] 



Seq. No. 27694 

Contig ID 160195_1 .R1040 

5 f -most EST smc70074 6437 .hi 



Seq. No. 27695 

Contig ID 160197_1 .R1040 

5' -most EST jC-gmro02910016h01al 

Method BLASTX 

NCBI GI g2980798 

BLAST score 258 

E value 4.0e-22 

Match length 101 

% identity 50 

NCBI Description (AL022197) putative protein [Arabidopsis thaliana] 

Seq. No. 27696 

Contig ID 160204_1 . R1040 

5' -most EST jC-gmro02910011d08dl 

Method BLASTX 

NCBI GI g4580463 

BLAST score 157 

E value 3.0e-10 

Match length 47 

% identity 60 

NCBI Description (AC006081) unknown protein [Arabidopsis thaliana] 



Seq. No. 27697 

Contig ID 160232_1 . R1040 

5 T -most EST zhf 700952347 . hi 

Method BLASTX 

NCBI GI g2132842 

BLAST score 128 

E value 3.0e-16 

Match length 105 

% identity 42 

NCBI Description probable membrane protein YOL077c - yeast (Saccharomyces 

cerevisiae) >gi_1419909_emb_CAA99087_ (Z74819) ORF YOL077c 
[Saccharomyces cerevisiae] 



4302 



# 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27698 

160238JL.R1040 

uC-gmflminsoy026dllbl 

BLASTX 

g2769642 

429 

3.0e-42 

150 

61 

(Z97215) nine-cis-epoxycarotenoid dioxygenase [Lycopersicon 
esculentum] 





27699 




160252 1.R1040 


S T -TTinqt- EST 


smc700746519.hl 


o e CJ ■ IN U . 


27700 




160260 1.R1040 


o —most £joi 


aqv7 010483 60 .hi 

U O V / UIUtUJUv till 




BLASTX 


NCBI GI 


g4455175 


BLAST score 


143 


E value 


6.0e-09 


Match length 


81 


% identity 


37 


NCBI Description 


(AL035521) putative 


Seq. No. 


27701 


Contig ID 


160276 1.R1040 


5 '-most EST 


jsh701066720.hl 


Method 


BLASTX 


NCBI GI 


g4263704 


BLAST score 


207 


E value 


1.0e-16 


Match length 


65 


% identity 


55 


NCBI Description 


(AC006223) putative 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 



27702 

160287_1.R1040 
smc700746568.hl 



Seq. No. 

Contig ID 
5' -most EST 



27703 

160287_2.R1040 
zzp700831088.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27704 

160297_1.R1040 

smc700746585.hl 

BLASTX 

g3980412 

428 

1.0e-42 

95 

24 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 



4303 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27705 

160303JL.R1040 

smc700746593.hl 

BLASTX 

g2244990 

482 

7.0e-49 

105 

95 

(297340) similarity to LIM homeobox protein - 
Caenorhabditis [Arabidopsis thaliana] 

27706 

160330JL.R1040 

smc700746653.hl 

BLASTN 

g4151924 

40 

4.0e-13 

72 
89 

Arabidopsis thaliana CYT1 protein (cytl) mRNA, complete cds 
27707 

160356JL.R1040 

g4396418 

BLASTX 

g4539383 

622 

2.0e-64 

232 

51 

(AL035526) putative protein (fragment) 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 ! -most EST 



27708 

160379JL.R1040 
dpv701100411.hl 

27709 

160399J..R1040 

uC-gmropicO 0 9d0 lbl 

BLASTX 

g4567194 

262 

1.0e-22 

75 
61 

(AC007168) putative cytochrome p450 [Arabidopsis thaliana] 



27710 

160478JL.R1040 
smc700746889.hl 



Seq. No. 
Contig ID 



27711 

160496 1.R1040 



4304 



5' -most EST 



zlv700807562.hl 





27712 


forttia ID 


160508 2.R1040 




smc700746930 .hi 


Sea* No. 


27713 


C r\r\ +■ -4 rr T Pi 


1 6051 1 1 R1040 


5 T -most EST 


-rr-amle01810023cl2al 


Method 


BLASTX 


NCBI GI 


g2829864 


"RT.A9T qpnrp 


298 


TT^ 1 IIP 
J-j V CLXLLC 


8.0e-48 


Match, length 


221 


O XUCII L. X L. y 


48 


NCBI Description 


(AC002396) similar to zinc metalloproteinases [Arabidops 


thaliana] 


kw^ O ^ * 1M v • 


27714 




160516 1 R1040 


5' -most EST 


jC-gmst02400030c03al 


Method 


BLASTX 




a4539324 
\j ^ ^} ^/ ^ t-t 


DXi.tt.Ol score 




Cj VdlUc 


1 Oe-106 


jyiar.cn xengr.n 






62 


jnudx jjcscr xp Lioii 


faTn^R67Q> ifinpsin like orotein TArabidopsis thaliana] 


O C • 1NU . 


27715 


cont\ig id 




5 '-most EST 


zsg701125310.hl 


Method 


BLASTX 


JNV^DX ul 


ct!345571 


dt t\qt cpnro 

JDJ-LTlO ± OuUiC 


407 




1 Op-*39 


—i 4— Vi 1 en /~t +- Vi 
i. v ld L t-.Il XcXiy UI1 


115 


0 XU.C11 L. -L _y 


68 




(X80010) starch branching enzyme II [Pisum sativum] 




27716 


LOutly XU 


1 60^9 4 1 Rl 040 


5' -most EST 


smc700747747.hl 


Method 


BLASTX 






dxjAoI score 




E value 


3.0e-26 


Match length 


77 


•6 lucIlLluy 


7 S 


NCBI Descriotion 


(AL031369) putative protein [Arabidopsis thaliana] 


Seq . No . 


27717 


Contig ID 


160541 1.R1040 


5' -most EST 


zzp700835619.hl 


Seq. No. 


27718 


Contig ID 


160563_1.R1040 



4305 



5' -most EST 



smc700748250.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27719 

160702JL.R1040 

sat701010058.h2 

BLASTX 

g3128210 

483 

7.0e-49 

111 

81 

(AC004077) putative cytochrome P450 protein [Arabidopsis 
thaliana] >gi_3337378 (AC004481) putative cytochrome P450 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



27720 

160703_1.R1040 
smc700747185.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27721 

160709__1.R1040 
smc700747193.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27722 

160712JL.R1040 
awf700840345.hl 



Seq. No. 
Contig ID 
5' -most EST 



27723 

160723JL.R1040 
asn701139051.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27724 

160746_1.R1040 
smc700747234.hl 



Seq. No. 

Contig ID 
5 '-most EST 



27725 

160765_1.R1040 
smc700747259.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27726 

160808_1.R1040 

uC-gmropic045e04bl 

BLASTX 

g4490319 

161 

1.0e-10 

141 

33 

(AL035678) metal-transporting P-type ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



27727 

160818_1.R1040 

pmv700893763.hl 

BLASTX 

g285741 

148 



4306 



E value 


3.0e-09 


Match length 


136 


% identity 


35 


NCBI Description 


(D14550) EDGP precursor [Daucus carota] 


Seq. No. 


27728 


Contig ID 


160823_1.R1040 


5 '-most EST 


smc700747335.hl 


Seq. No. 


27729 


Contig ID 


160837J..R1040 


5' -most EST 


uC-gmrominsoyl20h03bl 


Seq. No. 


27730 


Contia ID 


160844 1.R1040 


5 '-most EST 


smc700747364.hl 


Seq. No. 


27731 


Contig ID 


160860 1.R1040 


5 ' -most EST 


smc700747387.hl 


Method 


BLASTX 


NCBI GI 


g2494898 


BLAST score 


235 


E value 


9.0e-20 


Match length 


115 


% identity 


40 


NCBI Description 


PERIODIC TRYPTOPHAN PROTEIN 2 HOMOLOG ; 



Seq. No. 
Contig ID 
5 '-most EST 



_1545982 (U53346) 

^ ^ ^ _ (U56085) periodic 

tryptophan protein 2 [Homo sapiens] >gi_1737072 (U56089) 
periodic tryptophan protein 2 [Homo sapiens] 

27732 

160874_1.R1040 
zhf 700963734. hi 



Seq. No. 
Contig ID 
5' -most EST 



27733 

160918_1.R1040 
smc700747781.hl 



Seq. No. 

Contig ID 
5 '-most EST 



27734 

160950JL.R1040 
smc700749017.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27735 

160950_2.R1040 
uC-gmrominsoy032a05bl 

27736 

160972JL.R1040 

pmv700893606.hl 

BLASTX 

g2245069 

575 

2.0e-59 

147 

67 

(Z97342) hypothetical protein [Arabidopsis thaliana] 



4307 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27737 

160983JL.R1040 

smc700747596.hl 

BLASTX 

gl752734 

218 

5.0e-18 

85 

49 

(D78510) beta-glucan-elicitor receptor [Glycine max] 



Seq. No. 
Contig ID 
5' -most EST 



27738 

160985JL.R1040 
uC-gmrominsoy320g06bl 



Seq. No. 
Contig ID 
5 1 -most EST 



27739 

160992_1.R1040 
smc700747620.hl 



Seq. No. 
Contig ID 
5' -most EST 



27740 

161005JL.R1040 
fde700871538.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



27741 

161006_1.R1040 
jC-gmro02910007d03dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27742 

161056_1.R1040 

uC-gmropic008fllbl 

BLASTX 

g2088651 

349 

6.0e-33 

121 

55 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27743 

161065JL.R1040 

zsg701128088.hl 

BLASTX 

g3550588 

277 

2.0e-24 

143 

49 

(AJ010643) heat shock transcription factor (HSFA) [Pisum 
sativum] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



27744 

161165_1.R1040 
kll701210268.hl 
BLASTX 
g3135265 



4308 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



216 

6.0e-24 

114 

50 

(AC003058) 



unknown protein [Arabidopsis thaliana] 



27745 

161172JL.R1040 
rca700998634.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



27746 

161183__1.R1040 
zhf 700957607. hi 

27747 

16U99JL.R1040 

smc700747996.hl 

BLASTX 

g4140691 

174 

8.0e-13 

69 

55 

(AF101972) zeatin O-glucosyltransf erase [Phaseolus lunatus] 
27748 

161214_1.R1040 

uC-gmropicl02gllbl 

BLASTX 

g2129953 

505 

3.0e-51 

127 

69 

laccase {EC 1.10.3.2) - common tobacco >gi_1685087 (U43542) 
diphenol oxidase [Nicotiana tabacum] 

27749 

161276JL.R1040 
rca700997496.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



27750 

161302_1.R1040 

rca700998578.hl 

BLASTX 

g3319345 

143 

3.0e-09 

86 

33 

(AF077407) contains similarity to maize transposon MuDR 
(GB:M76978) [Arabidopsis thaliana] 

27751 

161313_1.R1040 

zsg701126738.hl 

BLASTX 



4309 



NCBI GI g2264380 

BLAST score 391 

E value 9.0e-38 

Match length 89 

% identity 88 

NCBI Description (AC002354) NAD+ dependent isocitrate dehydrogenase subunxt 
2 [Arabidopsis thaliana] 

Seq. No. 27752 

Contig ID 161326_1 . R1040 

5 '-most EST smc700748137 .hi 

Method BLASTX 

NCBI GI g2500547 

BLAST score 298 

E value 5.0e-30 

Match length 184 

% identity 45 

NCBI Description DIS3 PROTEIN >gi_2131990_pir S66704 hypothetical protein 

YOL021c - yeast (Saccharomyces cerevisiae) 
>gi_1419801_emb_CAA99021_ (Z74763) ORF YOL021c 
[Saccharomyces cerevisiae] >gi_1754 617_dbj_BAA1117 6_ 
(D76430) DIS3 protein [Saccharomyces cerevisiae] 

Seq. No. 27753 

Contig ID 161340_1 . R1040 

5' -most EST fC-gmro7000748156al 

Method BLASTX 

NCBI GI g4539004 

BLAST score 609 

E value 2.0e-63 

Match length 169 

% identity 66 

NCBI Description (AL049481) putative protein kinase [Arabidopsis thaliana] 

Seq. No. 27754 

Contig ID 161362_1 . R1040 

5 '-most EST smc700748191 . hi 

Seq. No. 27755 

Contig ID 161398_1 .R1040 

5 '-most EST smc700748247 . hi 

Method BLASTX 

NCBI GI g3292821 

BLAST score 14 6 

E value 3.0e-09 

Match length 67 

% identity 54 

NCBI Description (AL031018) putative protein [Arabidopsis thaliana] 

Seq. No. 27756 

Contig ID 161431JL . R1040 

5' -most EST zpv700763075 . hi 

Seq. No. 27757 

Contig ID 161435_1 . R1040 

5' -most EST uC-gmf Iminsoy091e02bl 

Method BLASTX 



4310 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



g4205079 
204 

1.0e-15 

150 
24 

(U70425) ankyrin repeat-containing protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



27758 

161438J..R1040 
smc700749922.hl 



Seq. No. 
Contig ID 
5' -most EST 



27759 

161443_1.R1040 
zhf700958132.hl 



Seq. No. 

Contig ID 
5 '-most EST 



27760 

161460_1.R1040 
asn701133614.h2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27761 

161466_1.R1040 

jC-gmst02400055g07al 

BLASTX 

g3033388 

195 

8.0e-15 

112 
32 

(AC004238) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



27762 

161488_1.R1040 
fua701040684.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27763 

161490JL.R1040 
smc700748381.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27764 

161515_1.R1040 

fC-gmro7000748409fl 

BLASTX 

g2982431 

199 

4.0e-15 

155 
4 

(AL022224) leucine rich repeat-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



27765 

161531_1.R1040 

fC-gmro700847984rl 

BLASTX 

gl236961 

285 



4311 



II 



E value 


2.0e-25 


Match length 


68 


% identity 


75 


NCBI Description 


(U50201) prunasin hydrolase precursor [Prunus serotina 


Seq. No. 


27766 


Contig ID 


161531 2.R1040 


5' -most EST 


smc700748435.hl 


Sea No 


27767 


f nnti a TO 


1 61 54 5 1 R1 040 


5 ' -most EST 


asn701139424 hi 


Method 


BLASTX 


NCBI GI 


g2829887 


BLAST score 


306 


E value 


3.0e-28 


Match length 


93 


% identity 


70 


NCBI Description 


(AC002396) Hvoothetical nrotein FArabidoosis thalianal 


Sea No 


27768 


Cnnt* i rr TD 


161550 1 R1040 


5 1 -most EST 


f C-gmr o 7 000748459fl 


Method 


BLASTX 


NCBI GI 


g2760839 


BLAST score 


260 


E value 

.1—1 V <_A -1_ d \^ 


2 Oe-22 


Mai~r*1i 1 pnfTt"h 


169 


% i (ient i f u 


25 


NlfRT npctrri lrh i on 


f Z\("T) 0 ^ 1 0 ^ ^ TMi"f~ a "h "i Tro ropant" pit* H naQe T 7\irzi\~\i H*rn ciq "hrtaln 

^IlL/UU J1U J J ^UtaLlVC IC^CpLUi JS. X J. i Ct. O C [fllQUlUUp'OlO U1J.C1.J_J_ 


9err Nn 


27769 


font" i rr TD 


1 61 S7D 1 R1 04 0 


5 ' -most EST 


i]f , -rrmrnnn'i tOS^ctI 1 bl 

UN^-* V*4XLL-1_ wllw JL. X. \> ^/ <_L \U JL JL XV JL 


Method 


BLASTX 


NCBI GI 


g3367578 


BLAST score 


464 


E value 


3.0e-46 


Match 1 enrrhh 


120 


% identity 


69 


NCBI Description 


(AL031135) protein kinase — like protein [Arabidopsis 




tha 1 "i anal 


Sea No 


27770 


Contier ID 


161576 1 R1040 

1U1 J / U J-* LA. J- \J *± \J 


5 1 -most EST 


uC— gmrominsoy312h07bl 


Method 


BLASTN 


NCBI GI 


g3643588 


BLAST score 


52 


E value 


5.0e-20 






% identity 


86 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F17H15 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Seq. No. 


27771 


Contig ID 


161577_1.R1040 



4312 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



zhf700952184.hl 

BLASTX 

g4455307 

542 

2.0e-55 

106 
91 

(AL035528) methionyl-tRNA synthetase-like protein 
[Arabidopsis thaliana] 

27772 

161604JL.R1040 

fC-gmro700748540a2 

BLASTX 

g4539320 

562 

6.0e-58 

152 

63 

(AL035679) putative endo-1, 4-beta-glucanase [Arabidopsis 
thaliana] 

27773 

161607_1.R1040 
smc700748580.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27774 

161610_1.R1040 
smc700748551.hl 



Seq. No. 
Contig ID 
5' -most EST 



27775 

161650_1.R1040 
smc700748596.hl 



Seq. No. 
Contig ID 
5' -most EST 



27776 

161667_1.R1040 
smc700748623.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



27777 

161727_1.R1040 

bth700847982.hl 

BLASTX 

gll2947 

202 

8.0e-16 

88 

31 

AAC-RICH MRNA CLONE AAC3 PROTEIN >gi_84121_pir S05357 

hypothetical protein (clone AAC3) - slime mold 
(Dictyostelium discoideum) (fragment) 

>gi_7176_emb_CAA34531_ (X16524) coding region (AA 1 - 437) 
[Dictyostelium discoideum] 

27778 

161758_1.R1040 
smc700748749.hl 



4313 



# 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



27779 

161780JL.R1040 
smc700748780.hl 

27780 

161788JL.R1040 
uC-gmropic016b02bl 

27781 

161836_1.R1040 

jC-gmfl02220108c08al 

BLASTX 

g3850585 

191 

2.0e-14 

52 
71 

(AC005278) ESTs gb_H36966, gb_R65511, gb_T42324 and 
gb_T20569 come from this gene. [Arabidopsis thaliana] 

27782 

161836_2.R1040 

gsv701050118.hl 

BLASTX 

g3850585 

191 

2.0e-14 

52 

71 

(AC005278) ESTs gb_H36966, gb_R65511, gb_T42324 and 
gb_T20569 come from this gene. [Arabidopsis thaliana] 

27783 

161836_3.R1040 

jsh701066140.hl 

BLASTX 

g3850585 

172 

2.0e-12 

43 

77 

(AC005278) ESTs gb_H36966, gb_R65511 r gb_T42324 and 
gb_T20569 come from this gene. [Arabidopsis thaliana] 

27784 

161856_1.R1040 

smc700748885.hl 

BLASTX 

g2213592 

211 

3.0e-17 

85 

27 

(AC000348) T7N9.12 [Arabidopsis thaliana] 
27785 

161859 1.R1040 



4314 



II 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



smc700748888.hl 

BLASTX 

g3786009 

379 

7.0e-37 

87 
82 

(AC005499) unknown protein [Arabidopsis thaliana] 
27786 

161865J..R1040 
gsv701047952.hl 

27787 

161881JL.R1040 

fC-gmro7000748929al 

BLASTX 

g2760836 

202 

2.0e-15 

111 

40 

(AC003105) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5' -most EST 



27788 

161885_1.R3.040 
zlv700807563.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27789 

161912JL.R1040 
smc700749012.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27790 

161913_1.R1040 
smc700749013.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



27791 

161922_1.R1040 

smc700749027.hl 

BLASTX 

g995714 

231 

3.0e-23 

129 

44 

(X91258) L3177 [Saccharomyces cerevisiae] 
27792 

162005_1.R1040 
jsh701066291.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



27793 

162025_1.R1040 
smc700749221.hl 
BLASTX 
g4249402 



4315 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 



219 

1.0e-17 

153 

39 

(AC006072) unknown protein [Arabidopsis thaliana] 
27794 

162054_1.R1040 

hrw701062841.hl 

BLASTX 

g2388689 

328 

2.0e-35 

94 

83 

(AF016633) GH1 protein [Glycine max] 
27795 

162064J..R1040 

pmv700895230.hl 

BLASTX 

gl076498 

170 

6.0e-12 

70 

49 

zinc-finger protein (C-terminal) - soybean 
>gi_558543__emb_CAA85320_ (Z36749) C-terminal zinc-finger 
[Glycine max] 

27796 

162154_1.R1040 
uC-gmronoirOOOhOlbl 

27797 

162179JL.R1040 
smc700749541.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27798 

162187JL.R1040 
smc700749560.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



27799 

162206JL.R1040 

gsv701050671.hl 

BLASTX 

g3393062 

338 

6.0e-32 

80 

74 

(Y17386) putative In2 . 1 protein 
27800 

162214JL.R1040 

jC-gmst02400057g05al 

BLASTX 



[Triticum aestivum] 



4316 



NCBI GI 


g2739379 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


107 


% identity 


54 


NCBI Description 


(AC002505) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


27801 


Contig ID 


162269 1.R1040 


5' -most EST 


smc70074 9733.hl 


Method 


BLAST N 


NCBI GI 


g3882144 


BLAST score 


172 


E value 


3.0e-92 


Match length 


223 


% identity 


95 


NCBI Description 


Homo sapiens mRNA for KIAA0712 protein, complete cds 


Seq* No. 


27802 


Contig ID 


162278 1.R1040 


5 '-most EST 


jC-gmro02910030a07al 


Method 


BLASTX 


NCBI GI 


g3335357 


BLAST score 


597 


E value 


5.0e-62 


Match length 


123 


% identity 


85 


NCBI Description 


(AC003028) putative diphenol oxidase [Arabidopsis thai 


Seq. No. 


27803 


Contig ID 


162307 1.R1040 


5' -most EST 


eep700864855.hl 


Seq. No. 


27804 


Contig ID 


162329 1.R1040 


5 '-most EST 


jC-gmro02910039gllal 


Seq. No. 


27805 


Contig ID 


162329 2.R1040 


5 f -most EST 


zhf700962763.hl 


Seq, No. 


27806 


Contig ID 


162333 1.R1040 


5' -most EST 


kll701202535.hl 


Seq. No. 


27807 


Contig ID 


162346 1.R1040 


5 '-most EST 


smc700749796.hl 


Method 


BLASTN 


NCBI GI 


g3309572 


BLAST score 


182 


E value 


5.0e-98 


Match length 


227 


% identity 


98 


NCBI Description 


Homo sapiens nuclear matrix protein NRP/B (NRPB) mRNA, 



complete cds >gi_4505460_ref_NM_003633 . 1_NRPB_ Homo sapiens 
nuclear restricted protein, BTB domain-like (brain) (NRPB) 



4317 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



mRNA, and translated products 
27808 

162360JL.R1G40 

smc700749822.hl 

BLASTX 

g3172025 

559 

1.0e-57 

140 
75 

(AB005805) aldehyde oxidase [Arabidopsis thaliana] 
27809 

162361JUR1040 
uC-gmronoir049h07bl 

27810 

162414J..R1040 
uC-gmropic019e08bl 

27811 

162419J..R1040 

pmv700893728.hl 

BLASTX 

g4510377 

146 

2.0e-09 

76 

36 

(AC007017) putative RNA helicase A [Arabidopsis thaliana] 
27812 

162420_1.R1040 
dpv701101092.hl 

27813 

162447JL.R1040 
smc700749945.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



27814 

162452JL.R1040 

smc700749951.hl 

BLASTX 

g3413700 

388 

1.0e-37 

118 

63 

(AC004747) putative YME1 protein [Arabidopsis thaliana] 
27815 

162457_1.R1040 
smc700749958.hl 



Seq. No. 
Contig ID 



27816 

162466 1.R1040 
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5 '-most EST 



smc700749970.hl 



Seq. No. 
Contig ID 
5' -most EST 



27817 

162487JL.R1040 
smc700750012.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



27818 

162502J..R1040 

fC-gmro700750041a2 

BLASTX 

g4138209 

309 

3.0e-28 

140 

43 

(AJ223071) serine/threonine kinase protein MSTK2L, long-form 
[Mus musculus] 

27819 

162513_1.R3.040 

uC-gmropicl08f03bl 

BLASTX 

gl946367 

330 

3.0e-30 

176 

39 

(U93215) unknown protein [Arabidopsis thaliana] 
27820 

162513_2.R1040 

uC-gmropic037cl2bl 

BLASTX 

g3738298 

157 

9.0e-16 

77 
56 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 

27821 

162514_1.R1040 
uC-gmr omins oy 1 2 8 dO 7b 1 

27822 

162530J..R1040 
uC-gmropicl06c05bl 

27823 

162532__1.R1040 

kll701214995.hl 

BLASTX 

g3063451 

182 

3.0e-28 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



143 
51 

(AC003981) 



F22013.13 [Arabidopsis thaliana] 



27824 

162540_1.R1040 
uC-gmflminsoy065h02bl 

27825 

162543JL.R1040 
uC-gmrominsoyl38el0bl 

27826 

162562JL.R1040 

fC-gmro700750148a2 

BLASTX 

g2935300 

602 

1.0e-62 

135 

84 

(AF038046) 3-hydroxy- 3 -methylglutaryl -coenzyme A reductase 
2 [Gossypium hirsutum] 

27827 

162574JL.R1040 
rca700998968.hl 



Seq. No. 
Contig ID 
5' -most EST 



27828 

162582JL.R1040 
crh700851350.hl 



Seq. No. 
Contig ID 
5' -mo st EST 



27829 

162624JL.R1040 
smc700750249.hl 



Seq. No. 
Contig ID 
5' -most EST 



27830 

162632_1.R1040 
sat701009548.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27831 

162649JL.R1040 

fC-gmro700750285a2 

BLASTX 

gl888357 

624 

7.0e-65 

227 

57 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_eirtb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27832 

162661_1.R1040 
k!1701212328.hl 
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Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



27833 

162672_1.R1040 
jC-gmfl02220141ellal 

27834 

162680_1.R1040 

jC-gmfl02220085h08al 

BLASTX 

g3402677 

176 

1.0e-12 

77 
49 

(AC004697) hypothetical protein [Arabidopsis thaliana] 
27835 

162703_1.R1040 
smc700750385.hl 



Seq. No. 
Contig ID 
5' -most EST 



27836 

162723_1.R1040 
smc700750417.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



27837 

162762_2.R1040 

pmv700890418.hl 

BLASTX 

g2588895 

216 

1.0e-17 

91 

41 

(AB008515) RanBPM [Homo sapiens] 
27838 

162775_1.R1040 
tku700646303.hl 



Seq. No. 

Contig ID 
5* -most EST 



27839 

162783_1.R1040 
sat701011406.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



27840 

162784JL.R104G 

rca701000069.hl 

BLASTX 

g2654868 

461 

4.0e-46 

125 

66 

(AF015301) RbohApl08 [Arabidopsis thaliana] 
27841 

162807_1.R1040 

uC-gmrominsoyl25h06bl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



g3335060 
632 

6.0e-66 

170 

70 

(AF025842) plasma membrane -type calcium ATPase [Arabidopsis 
thaliana] >gi_44 68989_emb_CAB38303_ (AL035605) plasma 
membrane-type calcium ATPase (ACA2) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27842 

162810JL.R1040 
tku700646344.hl 



Seq. No. 
Contig ID 
5' -most EST 



27843 

162838_1.R1040 
fua701041113.hl 



Seq. No. 
Contig ID 
5' -most EST 



27844 

162841J..R1040 
kll701207057.hl 



Seq. No. 
Contig ID 
5' -most EST 



27845 

162858J..R1040 
awf 700841108. hi 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27846 ^ 

162885_1.R1040 

pxt700945733.hl 

BLASTX 

g3377802 

449 

8.0e-45 

122 

65 

(AF075597) Similar to sucrose synthase; T2H3.8 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 



27847 

162943_1.R1040 
ujr700646531.hl 

27848 

162946J..R1040 

jC-gmst02400072dllal 

BLASTX 

g!946367 

328 

2.0e-30 

86 

70 

(U93215) unknown protein [Arabidopsis thaliana] 
27849 

162954_1.R1040 
gsv701047970.hl 
BLASTX 
gl34889 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

4.0e-21 

165 

35 

SIGNAL RECOGNITION PARTICLE 68 KD PROTEIN (SRP68) 

>gi_108065_pir S12981 68K protein - gray wolf 

>gi_227342_prf 1702226A SRP68 protein [Canis familiaris] 



Seq. No. 
Contig ID 
5 '-most EST 



27850 

162964_1.R1040 
hrw701062474.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27851 

162965J..R1040 
pxt700945737.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27852 

162980_1.R1040 
jsh701068517.hl 



Seq. No. 

Contig ID 
5 '-most EST 



27853 

162987_1.R1040 
zhf700963936.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27854 

162991JL.R1040 

uC-gmropic021gl0bl 

BLASTX 

gl419036 

438 

2.0e-43 

116 

78 

(X98421) 
sativa] 



delta-l-pyrroline-5-carboxylate synthase [Medicago 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27855 

162991_2.R1040 

jC-gmro02910066g03al 

BLASTX 

gl709534 

460 

4.0e-46 

140 

69 

DELTA 1 - PYRROLINE - 5 -CARBOXYLATE SYNTHETASE A (P5CS A) 
[CONTAINS: GLUTAMATE 5-KINASE ( GAMMA-GLUTAMYL KINASE) (GK) ; 
GAMMA-GLUTAMYL PHOSPHATE REDUCTASE (GPR) 
(GLUTAMATE- 5 -SEMI ALDEHYDE DEHYDROGENASE) 

(GLUTAMYL -GAMMA- S EM I ALDE . . . >gi_2129572__pir S66637 

delta-l-pyrroline-5-carboxylate synthetase - Arabidopsis 
thaliana >gi_829100_emb_CAA60740_ (X87330) 
pyrroline-5-carboxylate synthetase [Arabidopsis thaliana] 
>gi_870866_emb_CAA60446_ (X86777) pyrroline-5-carboxylate 
synthetase A [Arabidopsis thaliana] 

>gi_1041248_emb_CAA61593_ (X89414) pyrroline-5-carboxylate 
synthase [Arabidopsis thaliana] >gi_2642162 (AC003000) 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



delta-l-pyrroline 5-carboxylase synthetase, P5C1 
[Arabidopsis thaliana] 

27856 

163Q15_1.R1040 
ujr700646622.hl 

27857 

163018_1.R1040 
uC-gmrominsoyl55bl2bl 

27858 

163055JL.R1040 
ujr700646676.hl 

27859 

163069_1.R1040 
bth700844272.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27860 

163071JL.R104 0 
jC-gmro02910062c04al 

27861 

163080J..R1040 

vzy700750670.hl 

BLASTN 

gl947070 

229 

1.0e-126 

245 

98 

Homo sapiens prepro dipeptidyl peptidase I 
complete cds 



(DPP-I) gene, 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27862 

163094_1.R1040 

g5057812 

BLASTX 

g3643082 

348 

2.0e-32 

100 

64 

(AF075579) protein phosphatase-2C; 
crystallinum] 



PP2C [Mesembryanthemum 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27863 

163101J..R1040 

vzy700750543.hl 

BLASTX 

g282881 

237 

3.0e-20 

82 

56 

receptor-like protein kinase precursor - Arabidopsis 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

27864 

163102_1.R1040 
uC-gmflminsoy030a08bl 

27865 

163147_1.R1040 

vzy700750613.hl 

BLASTX 

g4455171 

185 

5.0e-14 

73 
62 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
27866 

163148_1.R1040 

zsg701120644.hl 

BLASTX 

g3047111 

536 

5.0e-55 

125 

71 

(AF058919) No definition line found [Arabidopsis thaliana] 
27867 

163154_1.R1040 
zhf700952519.hl 

27868 

163165_1.R1040 
vzy700750638.hl 

27869 

163168JL.R1040 
vzy700750650.hl 

27870 

163175_1.R1040 

fC-gmse7000751147fl 

BLASTX 

gl20745 

893 

2.0e-96 

229 

76 

GLUCOSE-6-PHOSPHATE ISOMERASE (GPI) ( PHOSPHOGLUCOSE 
I SOME RASE) (PGI) {PHOSPHOHEXOSE ISOMERASE) (PHI) 

>gi_68450_pir NUBY glucose-6-phosphate isomerase (EC 

5.3.1.9) - yeast (Saccharomyces cerevisiae) 
>gi_4135_emb_CAA32158_ (X13977) phosphoglucose isomerase 
(AA 1-554) [Saccharomyces cerevisiae] >gi_172142 (M37267) 
phosphoglucose isomerase (EC 5.3.1.9) [Saccharomyces 



4325 



II 



cerevisiae] >gi_172225 (M21696) phosophoglucoisomerase {EC 
5.3.1.9) [Saccharomyces cerevisiae] 

>gi_311672_emb_CAA7 9683_ (Z21487) glycolytic enzyme 
phosphoglucoisomerase [Saccharomyces cerevisiae] 
>gi_536565_emb_CAA85158_ (Z36065) ORF YBR196c 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 



27871 

163178_1.R1040 
zhf700955950.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27872 

163179_1.R1040 
zsg701126321.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27873 

163195JL.R1040 

zzp700831750.hl 

BLASTN 

g871468 

142 

4.0e-74 

280 
90 

H.annuus mitochondrion genes trnH and trnE 



Seq. No. 
Contig ID 
5' -most EST 



27874 

163205JL.R1040 
vzy700750716.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27875 

163225JL.R1040 
awf 700837938. hi 



Seq. No. 
Contig ID 
5 '-most EST 



27876 

163241_1.R1040 
uC-gmflminsoyll7al2bl 



Seq. No. 

Contig ID 
5 '-most EST 



27877 

163271JL.R1040 
vzy700750891.hl 



Seq. No. 

Contig ID 
5' -most EST 



27878 

163277_1.R1040 
vzy700750823.hl 



Seq. No. 
Contig ID 
5' -most EST 



27879 

163292_1.R1040 
zhf700955919.hl 



Seq. No. 
Contig ID 
5' -most EST 



27880 

163294JL.R1040 
vzy700750849.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27881 

163301_1.R1040 
rca700996549.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

$4176531 

260 

1.0e-22 

95 
47 

(AL035263) weak similarity to chick phosphatidylcholine-ste 
rol acetyltransferase [Schizosaccharomyces pombe] 

27882 

163328JL.R1040 
zzp700833379.hl 

27883 

163340_1.R1040 
uC-gmrominsoy097a01bl 

27884 

163362JL.R1040 
jC-gmf 10222014 le03al 

27885 

163376JL.R1040 

epx701106687.hl 

BLASTN 

g2218149 

94 

2.0e-45 

218 

86 

Vigna unguiculata type Ilia membrane protein cp-wapll mRNA, 
complete cds 

27886 

163387_1.R1040 
vzy700750993.hl 

27887 

163395JL.R1040 
fde700876383.hl 

27888 

163406_1.R1040 
vzy700751028.hl 

27889 

163415JL.R1040 
zhf700953130.hl 

27890 

163463_1.R1040 

vzy700751115.hl 

BLASTX 

g4115371 

601 

4.0e-62 
218 
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% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



58 

(AC005967] 



unknown protein [Arabidopsis thaliana] 



27891 

163471JL.R1040 
vzy700751131.hl 

27892 

163487_1.R1040 

vzy700751154.hl 

BLAST N 

g340697 

331 

0.0e+00 

375 

84 

Soybean chloroplast 16S/23S ribosomal intergenic spacer DNA 
27893 

163491_1.R1040 
vzy700751160.hl 

27894 

163497_1.R1040 

vzy700751180.hl 

BLASTN 

g392991 

143 

9.0e-75 

287 

90 

Phaseolus vulgaris nitrate reductase 
cds 



(PVNR2) gene, complete 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



27895 

163508_1.R1040 
vzy700751201.hl 

27896 

163514_1.R1040 

vzy700751208.hl 

BLASTX 

g2388574 

276 

4.0e-24 

83 

75 

(AC000098) Strong similarity to Phalaenopsis homeobox 
protein (gb_U34743) . [Arabidopsis thaliana] 

27897 

163557_1.R1040 

vzy700751274.hl 

BLASTX 

g2655008 

150 

4.0e-10 
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II 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



52 
46 

(AF017144) (1-4) -beta-mannan endohydrolase [Lycopersicon 
esculent urn] 

27898 

163558J..R1040 
pmv700894549.hl 

27899 

163567_1.R1040 
bth700846161.hl 



Seq. No. 
Contig ID 
5' -most EST 



27900 

163587_1.R1040 
awf700843147.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27901 

163609J..R1040 
pmv700888988.hl 

27902 

163626_1.R1040 

vzy700751413.hl 

BLASTX 

g3281850 

555 

3.0e-57 

125 

81 

(AL031004) monogalactosyldiacylglycerol synthase - like 
protein [Arabidopsis thaliana] 

27903 

163633_1.R1040 
vzy700751420.hl 

27904 

163645_1.R1040 
vzy700751441.hl 

27905 

163695_1.R1040 
vzy700751535.hl 

27906 

163712_1.R1040 

vzy700751804.hl 

BLASTX 

g32709 

288 

3.0e-26 

81 

64 

(X62570) IFP53 [Homo sapiens] 



Seq. No. 



27907 



4329 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



163733_1.R1040 

uC - gmf lmi n s o y 0 7 6 c 0 9b 1 

BLASTX 

g4193320 

181 

6.0e-17 

55 

75 

(AF045473) histone deacetylase [Zea mays] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27908 

163733_2.R1040 

awf700841470.hl 

BLASTX 

g3023947 

202 

7.0e-16 

45 
76 

PROBABLE HISTONE DEACETYLASE (RPD3 HOMOLOG) >gi_2665840 
(AF035815) putative histone deacetylase RPD3 [Zea mays] 

27909 

163771_1.R1040 
zzp700833196.hl 

27910 

163782_1.R1040 

fC-gmse700752579al 

BLASTX 

g4140255 

455 

4.0e-45 

160 

59 

(AJ009973) hexokinase [Aspergillus niger] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



27911 

1638UJL.R1040 
jsh701069592.hl 

27912 

163814_1.R1040 
leu701149792.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



27913 

163830_1.R1040 
vzy700756824.hl 

27914 

163831_1.R1040 

jC-gmst02400053f04al 

BLASTX 

g4107099 

465 

2.0e-46 
154 



4330 



% identity 

NCBI Description 



58 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi_4156245_dbj_BAA37112_ (AB012570) ATHP3 [Arabidopsis 
thaliana] 



CJorr Kin 
O C y • IN \J • 




Print" ia TD 


163866 1.R1040 


5 '-most EST 


zsg701120567.hl 


Seq. No. 


27916 


font" n rr TD 
^uiii — i_y J. J_/ 


163877 1 R1040 


O IUO o L LOi 


no yiuxxuixiiou y jcu tui 


i v ic liidli 




UPDT PT 

INUJdI bl 


y ft jj ?jj .7 


J3J_LTiO 1 duuic 




Hj ValUc 


1. Uc x y 


jyjaucn lengtn 


iJi. 


^ lucin l Ly 




KFPRT DoQpn' nf "i nn 

IN^OJ. L/C o \_> i Lk^ UXU11 


(ATi049S?Sl mitative nrotein 


Seq. No. 


27917 


Contig ID 


163877_2.R1040 


c f _TYir\o-i- PCT 
O IHOol HiOl 


ymx xnixiio(_/y u youv djji 






\7PI3 T P T 




Dh&o ± score 


one 


E value 


J . Uc J. D 


Match length 


yo 


% identity 


*t o 


1NODJL UcSOl iptiun 


f7Q7?^Q^ c-i mi 1 ari t v to ORF - 
\ ctZr i -J +j j } o j_iLL_L j. ax. x l y L.V 




r ZV r* a H 1 r? nn ci q 1~ Vi a 1 "ipTial 


Seq. No. 


27918 


Contig ID 


163877_3.R1040 


0 IuO SI- Hi D i 


uo yiLixxiiixiiiDoy u oojju^.xjx 


Method 


DXjHD 1 A 


VTpDT (IT 




rsiiAbi score 




TT tt3 1 no 
J-i V ax Lit? 




Match length 


o u 


% identity 






\ i-i z? I ~j y ) o J.1LLX ±ai i Ly L.U wr\Jj 




TArahido'Dsis thaliana! 


Seq. No. 


27919 


Contig ID 


163883 1.R1040 


5' -most EST 


vzy700751835.hl 


Method 


BLASTX 


NCBI GI 


g2225877 


BLAST score 


201 


E value 


4.0e-16 


Match length 


81 


% identity 


50 



Lilium longiflorum 



Lilium longiflorum 



NCBI Description 



(AB002406) TIP49 [Rattus norvegicus] >gi_4106528 (AF100694) 
Pontin52 [Mus musculus] >gi_4521276_dbj_BAA76313 . 1_ 
(AB001581) DNA helicase p50 [Rattus norvegicus] 



4331 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



27920 

163898_1.R1040 

vzy700751866.hl 

BLASTX 

gl778095 

327 

3.0e-30 

124 

54 

(U64903) putative sugar transporter; member of major 
facilitative superfamily; integral membrane protein [Beta 
vulgaris] 

27921 

163906JL.R1040 
leu701150641.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



27922 

163909_1.R1040 

zzp700829891.hl 

BLASTX 

g4559327 

236 

8.0e-20 

109 

50 

(AC007087) hypothetical protein [Arabidopsis thaliana] 
27923 

164014_1.R1040 
vzy700752066.hl 

27924 

164056_1.R1040 

jC-gmle01810078fl0al 

BLASTX 

gl495259 

490 

3.0e-49 

204 

46 

(X97826) orf04 [Arabidopsis thaliana] 
27925 

164102JL.R1040 

jC-gmfl02220052f06al 

BLASTX 

g2492792 

692 

6.0e-73 

187 

73 

LATE NODULIN 56 (N-56) >gi_532290_dbj_BAA07212_ (D38015) 
soybean late nodulin [Glycine max] 

27926 

164102 2.R1040 



4332 



5 '-most EST 

Method 

NCB1 GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zpv700763092.hl 

BLASTX 

g2492792 

294 

2.0e-26 

93 

68 

LATE NODULIN 56 (N-56) >gi_532290_dbj_BAA07212_ (D38015) 
soybean late nodulin [Glycine max] 

27927 

164154JL.R1040 
epx701105636.hl 

27928 

164156J..R1040 

vzy700752270.hl 

BLASTX 

g2668492 

198 

3.0e-15 

151 

36 

(D89981) metal-transporting P-type ATPase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



27929 

164175J..R1040 
uC-gmropic035g09bl 

27930 

164205JL.R1040 
zhf700953905.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



27931 

164230JL.R1040 
epx701105604.hl 

27932 ' 
164235JL.R1040 
uC-gmr omins oy2 1 5 cO 9b 1 

27933 

164269JL.R104G 

jex700907685.hl 

BLASTX 

g3342798 

305 

8.0e-28 

105 

58 

(AF061240) glutamine cyclotransf erase precursor [Carica 
papaya] 

27934 

164269_2.R1040 
fua701036923.hl 



4333 



Method 


BLASTX 


NCBI GI 


g3342798 


BLAST score 


199 


E value 


1.0e-15 


Match length 


49 


% identity 


78 


NCBI Description 


(AF061240) alutamine cvclot- 




oaDaval 

_^a.^/a._y a. j 


Seq. No, 


27935 


Contia ID 

X X L*- JL VJ _L X-/ 


164270 1 R1040 


5 '-most EST 


pmv7008"93975.hl 


Method 


BLASTX 


NCBI GI 


g4220512 


BLAST score 


1125 


E value 


1.0e-123 


Ma t ch 1 ength 


258 


% identity 


79 


NCBI Description 


(AL035356) putative pectate 


Seq. No. 


27936 


Contig ID 


164277 1 R1040 


5 T -Tno*?t EST 


nC— fTmTnnn i n c-nvl f) 9h fl 

yiU-L WilL_l_l 13U j _L U 11 U vJ.kJ J. 






Contia TD 


1 64 ?7ft 1 Rl 04 0 


5 ' -most EST 


vzv700T524 ^3 hi 


Method 


BLASTX 


NCBI GI 


g3046815 


BLAST score 


214 


E value 


5 . Oe-18 


Match length 


130 


% identity 


41 


NCBI Description 


(AL021687) cytochrome P450 


Seq. No. 


27938 


Contia ID 


164337 1 R1040 




7hf 7DDQ^Sft 4ft Q hi 


Sea No 


27939 


Contia ID 


164425 1 R1040 


5 1 -most EST 


iC-crmf 10222 00 93h03al 


Method 


BLASTX 


NCBI GI 


g4220524 


BLAST score 


268 


E value 


2 Oe-23 


Match length 


68 


% identity 


69 


NCBI Description 


(AL035356) putative protein 


Sea No 


27940 


Contig ID 


164446 1.R1040 


5 '-most EST 


vzy700752710.hl 


Seq. No. 


27941 


Contig ID 


164497 2.R1040 


5' -most EST 


vzy700753311.hl 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



4334 



II 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



27942 

164507_1.R1040 

jC-gmfl02220071g03dl 

BLASTX 

g2109293 

237 

9.0e-20 

55 

80 

(U97568) serine/threonine protein kinase [Arabidopsis 
thaliana] 

27943 

164524_1.R1040 

vzy700752812.hl 

BLASTX 

g2979562 

194 

6.0e-15 

88 
49 

(AC003680) unknown protein [Arabidopsis thaliana] 
>gi_3386623 (AC004665) unknown protein [Arabidopsis 
thaliana] 

27944 

164529J..R1040 
vzy700752822.hl 

27945 

164541JL.R1040 

jC-gmf!02220051c03al 

BLASTX 

gl621465 

172 

2.0e-12 

109 

39 

(U73105) laccase [Liriodendron tulipifera] 
27946 

164557JL.R1040 
vzy700752856.hl 

27947 

164563_1.R1040 
vzy700752865.hl 

27948 

164598_1.R1040 

zzp700833255.hl 

BLASTX 

g2651308 

151 

8.0e-10 
63 



4335 



ft 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



71 

(AC002336) putative myosin heavy chain [Arabidopsis 
thaliana] 

27949 

164602_1.R1040 
uC-gmrominsoy207f 12bl 

27950 

164608_1.R1040 

pmv700894015.hl 

BLASTX 

g3157949 

860 

9.0e-93 

189 
84 

(AC002131) Similar to glucan endo-1, 3-beta-D-glucosidase 
precursor gb_Z28697 from Nicotiana tabacum. ESTs gb_Z18185 
and gb_AA605362 come from this gene. [Arabidopsis thaliana] 

27951 

164614JL.R1040 

uC-gmropic039dl0bl 

BLASTX 

g2196466 

331 

1.0e-30 

115 

62 

(Y13673) TATA binding protein-associated factor 
[Arabidopsis thaliana] 

27952 

164617JL.R1040 

vzy700752953.hl 

BLASTX 

g2190547 

661 

2.0e-69 

197 

59 

(AC001229) ESTs 

gb_T43256, gb_46316, gb_N64930, gb_AA395255, gb_AA404382 come 
from this gene. [Arabidopsis thaliana] 

27953 

164655_1.R1040 
leu701148730.hl 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 



27954 

164655_2.R1040 
vzy700753025.hl 

27955 

164664_1.R1040 
vzy700753040.hl 



4336 



II 



Seq. No. 


27956 


Contig ID 


164683 1.R1040 


5' -most EST 


pmv700890195.hl 


Method 


BLASTX 


NCBI GI 


g2244792 


BLAST score 


529 


E value 


3.0e-54 


Match length 


109 


% identity 


86 


NCBI Description 


(Z97336) ankyrin homolog [Arabidopsis thaliana] 


Seq. No. 


27957 


Contig ID 


164691 1.R1040 


5 1 -most EST 


leu701146647.hl 


Seq. No. 


27958 


Contig ID 


164693 1.R1040 


5 1 -most EST 


pmv700890724.hl 


Method 


BLASTX 


NCBI GI 


g4220529 


BLAST score 


349 


E value 


8.0e-57 


Match length 


144 


% identity 


73 


NCBI Description 


(AL035356) putative protein [Arabidopsis thaliana] 


Seq. No. 


27959 


Contia ID 


164705 1 R1040 


5 T -most EST 


uC-gmf Iminsoy034g04bl 


Seq. No. 


27960 


Contig ID 


164755 1.R1040 


5 T -most EST 


fC-gmse700753182al 


Method 


BLASTX 


NCBI GI 


g2833378 


BLAST score 


652 


E value • 


2.0e-68 


Match length 


194 


% identity 


65 


NCBI Description 


HEXOKINASE >gi 619928 (U18754) hexokinase [Arabidopsis 




thalianal >ai 1582383 nrf 2118367A hpvnkina^p f Arabi rinn^ 




thaliana] 


Sea. No 


27961 


Contig ID 


164774 1.R1040 


5' -most EST 


uC-gmropicl 0 6g0 9bl 


Method 


BLASTX 


NCBI GI 


g4325342 


BLAST score 


354 


E value 


1.0e-33 


Match length 


121 


% identity 


63 


NCBI Description 


(AF128393) No definition line found [Arabidopsis thaliana 


Seq. No. 


27962 


Contig ID 


164816JL.R1040 



4337 
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5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmv700889507.hl 
27963 

164832_1.R1040 

fC-gmf!700902412fl 

BLASTX 

g4558591 

1003 

1.0e-109 

263 

72 

(AC006555) 
thaliana] 



putative beta-1, 3-glucanase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27964 

164835_1.R1040 
epx701108908.hl 

27965 

164844JL.R1040 

vzy700753308.hl 

BLASTX 

g3451071 

622 

1.0e-64 

151 

86 

(AL031326) beta adaptin - like protein [Arabidopsis 
thaliana] 

27966 

164848_1.R1040 
vzy700753314.hl 

27967 

164859JL.R1040 

jC-gmro02910012d03al 

BLASTX 

g3834323 

361 

2.0e-34 

100 

63 

(AC005679) F9K20.25 [Arabidopsis thaliana] 
27968 

164876JL.R1040 

fC-gmse700753353a2 

BLASTX 

g2832304 

189 

9.0e-15 

60 

58 

(AF044489) receptor-like protein kinase [Oryza sativa] 



Seq. No. 



27969 



4338 



© 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164883_1.R1040 

fC-gmse7000764856fl 

BLASTX 

g3093294 

909 

2.0e-98 

227 

33 

(Y12782) putative villin [Arabidopsis thaliana] 
27970 

164914_1.R1040 

zsg701124756.hl 

BLASTX 

g4406820 

288 

1.0e-28 

90 
77 

(AC006201) putative ras superfamily member [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27971 

164922JL.R1040 

zhf700963488.hl 

BLASTX 

g3367534 

256 

2.0e-22 

51 

94 

(AC004392) Strong similarity to coatamer alpha subunit 
(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27972 

164952_1.R1040 
hrw701059334.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27973 

164953_1.R1040 
vzy700753465.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27974 

164971_1.R1040 
gsv701047903.hl 



Seq. No. 
Contig ID 
5 '-most EST 



27975 

164974J..R1040 
g4397649 



Seq. No. 

Contig ID 
5 '-most EST 



27976 

164979_1.R1040 
jC-gmle01810064a01al 



Seq. No. 

Contig ID 



27977 

165063 1.R1040 



4339 



© 



5 T -most EST 



vzy700753634.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27978 

165090_1.R1040 

fua701041406.hl 

BLASTX 

g3540207 

240 

2.0e-20 

64 

75 

(AC004260) Putative protein kinase 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27979 

165093_1.R1040 
vzy700756828.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27980 

165096J..R1040 

vzy700753682.hl 

BLASTX 

g818849 

356 

4.0e-34 

89 

67 

(U25430) nucleotide pyrophosphatase precursor [Oryza 
sativa] 



Seq. No. 
Contig ID 
5' -most EST 



27981 

165111_1.R1040 
vzy700753707.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27982 

165120JL.R1040 

vzy700753719.hl 

BLASTX 

g4102600 

415 

2.0e-40 

160 

64 

(AF013467) ARF6 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



27983 

165121J..R1040 
vzy700753721.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



27984 

165146JL.R1040 

uC-gmrominsoy2 61c08bl 

BLASTX 

g3582436 

429 

3.0e-42 

129 

64 
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NCBI Description (AB017502) beta-D-glucan exohydrolase [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27985 

165155_1.R1040 

uC-gmrominsoy218hl0bl 

BLASTX 

g3043529 

194 

8.0e-15 

82 
45 

(AJ002204) polyamine oxidase 



[Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 



27986 

165155_2.R1040 
crh700853013.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27987 

165159J..R1040 
vzy700753785.hl 

27988 

165169J..R1040 

vzy700755286.hl 

BLASTX 

g2924509 

752 

6.0e-80 

184 

72 

(AL022023) subtilisin proteinase 
thaliana] 



like [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



27989 

165175JL.R1040 
vzy700753812.hl 

27990 

165186_1.R1040 

fC-gmse700753825al 

BLASTX 

gl783355 

581 

3.0e-60 

139 
72 

(Y10421) delta- 9 fatty acid desaturase 
curvatus ] 



[Cryptococcus 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



27991 

165193JL.R1040 
uC-gmropiclOldllbl 

27992 

165237_1.R1040 

vzy700753918.hl 

BLASTX 



4341 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



gl!73063 
281 

2.0e-25 

78 

71 

60S RIBOSOMAL PROTEIN YL17-B >gi_1071989_jpir S56960 

ribosomal protein L17.e.B, cytosolic - yeast (Saccharomyces 
cerevisiae) >gi_100837 6_emb_CAA89472_ (Z49452) ORF YJL177w 
[Saccharomyces cerevisiae] 

27993 

165255_1.R1040 
vzy700755902.hl 

27994 

165306J..R1040 

leu701151074.hl 

BLASTX 

g!916809 

237 

4.0e-20 

83 

61 

(U81163) auxin-binding protein [Prunus persica] 
27995 

165353_1.R1040 

fC-gmse700754105al 

BLASTN 

g517257 

66 

2.0e-28 

118 

89 

Z.mays MNBla mRNA for DNA-binding protein 
27996 

165356J..R1040 
jsh701066076.hl 

27997 

165376JL.R1040 

dpv701103230.hl 

BLASTX 

g4063743 

402 

6.0e-39 

147 

58 

(AC005851) hypothetical protein [Arabidopsis thaliana] 
27998 

165427J..R1040 
sat701007081.hl 



Seq. No. 
Contig ID 



27999 

165432 1.R1040 



4342 



5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



vzy700756123.hl 
28000 

165434J..R1040 

fC-gmse700754216a2 

BLASTX 

g3928095 

1029 

1.0e-112 

258 
74 

(AC005770) putative protein kinase 



[Arabidopsis thaliana] 



28001 

165461JL.R1040 

sat701014070.hl 

BLASTX 

g3193306 

381 

1.0e-36 

120 
67 

(AF069300) contains similarity to Arabidopsis 
membrane-associated salt-inducible-like protein 
(GB:AL021637) [Arabidopsis thaliana] 

28002 

165468_1.R1040 

asn701141825.hl 

BLASTN 

g3600062 

111 

2.0e-55 

363 

83 

Arabidopsis thaliana BAC T25C13 
28003 

165486_1.R1040 

bth700845218.hl 

BLASTX 

g3114658 

234 

2.0e-19 

108 

42 

(AF060871) hypothetical alcohol dehydrogenase [Rhodococcus 
rhodochrous] 

28004 

165486_2.R1040 

vzy700754292.hl 

BLASTN 

g2264306 

44 

2.0e-15 
203 



4343 



# 



% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 




MBK5, complete sequence [Arabidopsis thaliana] 


Seq. No. 


28005 


Contig ID 


165495 1.R1040 


5 ' -most EST 


hrw701058919.hl 


Seq. No. 


28006 


Contig ID 


165531 1.R1040 


5 f -most EST 


ary700764358.hl 


Method 


BLASTX 


NCBI GI 


g3885334 


BLAST score 


250 


E value 


2. Oe-43 


Match length 


136 


% identity 


67 


NCBI Description 


(AC005623) putative argonaute protein [Arabidopsis 




thaliana] 


Seq. No. 


28007 


Contig ID 


165551 1.R1040 


5 '-most EST 


zsg70ll29794.hl 


Method 


BLASTX 


NCBI GI 


g3426038 


BLAST score 


404 


E value 


2.0e-39 


Match length 


127 


% identity 


70 


NCBI Description 


(AC005168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


28008 


Contig ID 


165571 2.R1040 


5 1 -most EST 


fde7008"72101 .hi 


Seq. No. 


28009 


Contig ID 


165591 1.R1040 


5' -most EST 


vzy700754437.hl 


Method 


BLASTX 


NCBI GI 


g2702273 


BLAST score 


324 


E value 


4.0e-30 


Match length 


114 


% identity 


60 


NCBI Description 


(AC003033) carrot B2 protein-like [Arabidopsis thaliana] 


Seq. No. 


28010 


Contig ID 


165599 1.R1040 


5 f -most EST 


uC-gmfXminsoy042eQ3bl 


Method 


BLASTX 


NCBI GI 


g4558672 


BLAST score 


428 


E value 


4.0e-42 


Match length 


171 


% identity 


45 


NCBI Description 


(AC007063) putative 1, 3-beta-D-glucan synthase [Arabidops 




thaliana] 



4344 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



28011 

165619J..R1040 
uC-gmropic078b09bl 

28012 

165630J..R1040 
kll701210418.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28013 

165639J..R1040 

vzy700755930.hl 

BLASTX 

g2145358 

378 

9.0e-37 

80 

90 

(Y10922) HD-Zip protein [Arabidopsis thaliana] 
28014 

165673_1.R1040 
vzy700754582.hl 

28015 

165705_1.R1040 
fC-gmse7000754553fl 

28016 

165721_1.R1040 

fC-gmse700754614a2 

BLASTX 

g4522003 

294 

2.0e-26 

107 

22 

(AC007069) putative protein kinase [Arabidopsis thaliana] 
28017 

165731_1.R1040 
uC-gmr omins oy 0 8 4 hi 0b 1 

28018 

165742_1.R1040 
kll701204535.h2 

28019 

165748JL.R1040 

zzp700836267.hl 

BLASTX 

g3367534 

392 

4.0e-38 

99 

76 

(AC004392) Strong similarity to coatamer alpha subunit 



4345 



II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



(HEPCOP) homolog gb_U24105 from Homo sapiens. [Arabidopsis 
thaliana] 

28020 

165758_1.R1040 

uC-gmf IminsoyO 9 IgO 9bl 

BLASTN 

gl638836 

166 

3.0e-88 

438 

84 

H. vulgare mRNA for alpha-tubulin 
28021 

165763JL.R1040 

jC-gmfl02220077bl0al 

BLASTX 

g3548808 

221 

8.0e-18 

89 

54 

(AC005313) unknown protein [Arabidopsis thaliana] 
28022 

165777_1.R1040 
vzy700754713.hl 

28023 

165788_1.R1040 

fC-gmse700754725a2 

BLASTX 

g584882 

380 

I. 0e-36 
131 

54 

CYCLOARTENOL SYNTHASE (2, 3-EPOXYSQUALENE — CYCLOARTENOL 
CYCLASE) >gi_452446 (U02555) cycloartenol synthase; 
(S) -2, 3-epoxysqualene mutase [Arabidopsis thaliana] 

28024 

165835_1.R1040 
asn701138122.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



28025 

165850JL.R1040 
jC-gmle01810086f01al 

28026 

165853_1.R1040 

vzy700754816.hl 

BLASTX 

g3461848 

231 

2.0e-19 



4346 



Match length 

% identity 

NCBI Description 

Seq. No. 
Con tig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



87 
60 

(AC005315) putative ATPase [Arabidopsis thaliana] 
28027 

165854JL.R1040 
vzy700754817.hl 

28028 

165866J..R1040 
hrw701063185.hl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



28029 

165914_1.R1040 
vzy700754893.hl 

28030 

165924JL.R1040 

fC-gmse700754910a2 

BLASTX 

g4204912 

407 

6.0e-40 

113 

69 

(U58918) MEK kinase 



[Arabidopsis thaliana] 



28031 

165987__1.R1040 

pmv700892680.hl 

BLASTX 

gl352681 

210 

6.0e-22 

83 

58 

PROTEIN PHOSPHATASE 2C (PP2C) >gi_107 6391_pir S55457 

phosphoprotein phosphatase (EC 3.1.3.16) 2C - Arabidopsis 
thaliana >gi_633028_dbj_BAA07287_ (D38109) protein 
phosphatase 2C [Arabidopsis thaliana] 

28032 

166019JL.R1040 

g5342541 

BLASTX 

g4038036 

323 

9.0e-30 

101 

63 

(AC005936) unknown protein [Arabidopsis thaliana] 
28033 

166048_1.R1040 
jC-gmle01810044f05al 



Seq. No. 



28034 



4347 



II 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166059J..R1040 

uC-gmflminsoy028e09bl 

BLASTX 

gl263160 

331 

2.0e-30 

217 

9 

(X89226) 
sativa] 



leucine-rich repeat /receptor protein kinase [Oryza 



28035 

166125_1.R1040 
vzy700755190.hl 

28036 

166176_1.R1040 

vzy700755267.hl 

BLASTN 

gll71481 

104 

2.0e-51 

260 
85 

Nicotiana tabacum niRNA for nitrilase, complete cds 
28037 

166191_1.R1040 
fC-gmst700888672d3 

28038 

166206_1.R1040 

fC-gmse7000755316al 

BLASTN 

g3860320 

215 

1.0e-117 

475 

86 

Cicer arietinum mRNA for beta-galactosidase, clone 
CanBGal-5 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



28039 

166216JL.R1040 

uC-gmrominsoy201hl2bl 

BLASTX 

gl938424 

190 

4.0e-14 

97 
49 

(U97002) similar to acyl-CoA dehydrogenases and epoxide 
hydrolases [Caenorhabditis elegans] 

28040 

166229JL.R1040 
uC-gmrominsoyl06g01bl 



4348 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g2864614 

181 

3.0e-13 

67 

46 

(AL021811) 



putative protein [Arabidopsis thaliana] 



28041 

166240_1.R1040 

uC-gmrominsoy215h09bl 

BLASTX 

g3056591 

234 

1.0e-19 

87 
48 

(AC004255) T1F9.12 [Arabidopsis thaliana] 
28042 

166259_1.R1040 
uC-gmrominsoy260h09bl 

28043 

166262_1.R1040 
jC-gmro02910047f02al 

28044 

166298_1.R1040 
zzp700833791.hl 

28045 

166352_1.R1040 

asj700967425.hl 

BLASTX 

g2460203 

190 

1.0e-14 

72 

50 

(AF021244) coronatine-induced protein 1 [Arabidopsis 
thaliana] 

28046 

166370JL.R1040 
gsv701054482.hl 

28047 

166399JL.R1040 
lus701015762.hl 



Seq. No. 

Contig ID 
5' -most EST 



28048 

166427JL.R1040 
hrw701060518.hl 



Seq. No. 
Contig ID 



28049 

166428 1.R1040 



4349 



5' -most EST vzy700755673 .hi 

Method BLASTX 

NCBI GI gl652082 

BLAST score 158 

E value 1.0e-10 

Match length 95 

% identity 41 

NCBI Description (D90902) UDP-3-0-acyl N-acetylglcosamine deacetylase 
[Synechocystis sp.] 



Seq. No. 
Contig ID 
5" -mo st EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



28050 

166428_2.R1040 
vzy700756093.hl 

28051 

166497_1.R1040 
vzy700755817.hl 

28052 

166500_1.R1040 
pmv700891978.hl 

28053 

166545_1.R1040 
fde700873207.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



28054 

166567_1.R1040 
xpa700792682.hl 

28055 

166579JL.R1040 
xpa700798256.hl 

28056 

166699_1.R1040 
vzy700756121.hl 

28057 

166735JL.R1040 
g4290552 

28058 

166742_1.R1040 
vzy700756182.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28059 

166759JL.R1040 

hrw701060431.hl 

BLASTX 

g4567311 

176 

1.0e-12 

43 
41 

(AC005956) putative protein kinase [Arabidopsis thaliana] 



4350 



o 



Seq. No. 
Contig ID 
5 '-most EST 



28060 

166790_1.R1040 
fde700871081.hl 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28061 

166806_1.R1040 

fC-gmro700843710a3 

BLASTX 

g2754825 

439 

4.0e-43 

245 

42 

(AF033097) NPH1-2 [Avena sativa] 
28062 

166839_1.R1040 
vzy700756331.hl 

28063 

166845JUR1040 

g4397586 

BLASTX 

g2501182 

695 

2.0e-73 

164 

73 

OSMOTIN-LIKE PROTEIN PRECURSOR >gi_2129934_pir JC5237 

osmotin-like protein - tomato >gi_1220537 (L76632) 
osmotin-like protein [Lycopersicon esculentum] 

28064 

166851_1.R1040 

jC-gmst02400040hllal 

BLASTX 

g4008006 

175 

9.0e-13 

92 

43 

(AF084034) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No. 
Contig ID 



28065 

166889_1.R1040 

jC-gmro02910068h05al 

BLASTX 

g4106395 

166 

1.0e-18 

100 
52 

(AF073744) raffinose synthase [Cucumis sativus] 
28066 

166891 1.R1040 



4351 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



vzy700756410.hl 
28067 

166900_1.R1040 
vzy700756421.hl 

28068 

166905JL.R1040 
hrw701063660.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



28069 

166907JL.R1040 

vzy700756429.hl 

BLASTX 

gll76658 

270 

6.0e-24 

105 

52 

HYPOTHETICAL 200.6 KD PROTEIN B0228.2 IN CHROMOSOME II 
>gi_726363 (U23168) No definition line found 
[Caenorhabditis elegans] 

28070 

166918JL.R1040 
jC-gmfl02220081b08al 

28071 

166923_1.R1040 
jC-gmst02400065alldl 

28072 

166927_1.R1040 
vzy700756461.hl 

28073 

166960JL.R1040 
leu701147985.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



28074 

166976_1.R1040 

zhf700955028.hl 

BLASTX 

g3482978 

277 

8.0e-25 

108 

61 

(AL031369) putative protein [Arabidopsis thaliana] 
28075 

167014JL.R1040 

fC-gmse7000756618fl 

BLASTX 

g4006924 

1058 

1.0e-116 



4352 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



247 
79 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 

28076 

167017JL.R1040 

sat701012712.hl 

BLASTX 

g4490303 

306 

4.0e-28 

94 

63 

(AL035678) putative protein [Arabidopsis thaliana] 
28077 

167039JL.R1040 
sat701004384.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28078 

167083JL.R1040 
vzy700756695.hl 

28079 

167086JL.R1040 
uC-gmropic057g02bl 

28080 

167088_1.R1040 

jC-gmro02910006h02al 

BLASTX 

g4538926 

538 

8.0e-57 

213 

56 

(AL049483) putative phosphatidylserine decarboxylase 
[Arabidopsis thaliana] 

28081 

167111_1.R1040 

fC-gmse7000756739al 

BLASTX 

g461538 

474 

1.0e-47 

158 

58 

PHOSPHO-2-DEHYDRO-3-DEOXYHEPTONATE ALDOLASE, 
PHENYLALANINE- INHIBITED ( PHOSPHO-2-KETO-3-DEOXYHEPTONATE 
ALDOLASE) (DAHP SYNTHETASE) 

(3-DEOXY-D-ARABINO-HEPTULOSONATE 7-PHOSPHATE SYNTHASE) 
>gi_4 7831 l_pi r JN 0865 

3-Deoxy-D-arabinoheptulosonate-7-phosphate synthase - yeast 
(Candida albicans) >gi_4 10315 (L12217) 
3-deoxy-D-arabinoheptulosonate-7 -phosphate synthase 



4353 



[Candida albicans] 



Seq. No. 
Contig ID 
5' -most EST 

Seq* No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



28082 

167113JL.R1040 
pmv700890784.hl 

28083 

167116_1.R1040 

asn701135289.hl 

BLASTX 

g3600036 

190 

3.0e-14 

175 
35 

(AF080119) contains similarity to protein kinase domains 
(Pfam: pkinase.hmm, score: 227.04) [Arabidopsis thaliana] 

28084 

167152_1.R1040 
vzy700756817.hl 

28085 

167172_1.R1040 

zhf 700960734. hi 

BLASTX 

g631069 

152 

3.0e-10 

83 

13 

AF-lp protein - human >gi_470035_emb_CAA82305_ (Z29064) 
Highly similar to murine eps 15 GB A.N. L221768 [Homo 
sapiens] >gi_4503593_ref_NP_001972 . l_pEPS15_ epidermal 
growth factor receptor pathway substrate 

28086 

167175_1.R1040 

zhf700963525.hl 

BLASTX 

g3243033 

162 

4.0e-ll 

85 
36 

(AF069765) signal recognition particle 72 [Homo sapiens] 
>gi_3335650 (AF077019) signal recognition particle 72 [Homo 
sapiens] 

28087 

167195_1.R1040 

fua701042252.hl 

BLASTX 

g2190419 

233 

2.0e-19 
77 
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% identity 


64 


NCBI Description 


(Y13632) dem [Lycopersicon esculentum] 


Seq. No. 


28088 


Contig ID 


167215 1.R1040 


5 '-most EST 


euj700697912.hl 


Seq. No. 


28089 


Contia ID 

V»» ^/ 1 1 <_r -L. J. i—f 


167220 1.R1040 


S'-most EST 


euj700^97919.hl 


Seq. No. 


28090 


Contia ID 


167233 1.R1040 


5' -most EST 


zhf 700957625. hi 


Method 


BLASTX 


NCBI GI 


g4467108 


BLAST score 


141 


E value 


9.0e-09 


Match length 


46 


% identity 


61 


NCBI Description 


(AL035538) hypothetical protein [Arabidops 


Seq. No* 


28091 


Contia ID 


167238 1.R1040 


5 T -mo^t EST 


euj700^>97955 .hi 




28092 


font" "in TD 


167280 1 R1040 


5 '-most EST 


euj 700698032. hi 




BLASTX 


NCBI GI 


g2244807 


BLAST score 


175 


E value 


7.0e-13 


L la l— V_»l 1 _1_ V31 iy Lil 


73 


% identity 


53 


NCRT npqrriDfion 

V* V U -L 1— / ^ O 1_ JU V,/ -L. 1 1 


(Z97336) hvDothetical orotein FArabidoosis 


Seq. No. 


28093 


Contig ID 


167287 1.R1040 


5' -most EST 


uC-gmrominsoy087bllbl 




BLASTX 


NCBI GI 


g3953471 


BLAST score 


322 


E value* 


8.0e-30 


Ma1"ph 1 pncrth 


122 


% identity 


52 


NCBI Description 


(AC002328) F2202.16 [Arabidopsis thaliana] 


Sea. No. 


28094 


Pont* i rr TD 


167396 1 R1040 


ill WO L. LiU -L 


crh700851493 hi 


Seq. No. 


28095 


Contig ID 


167406 1.R1040 


5 '-most EST 


zpv700757086.hl 


Method 


BLASTX 


NCBI GI 


g2507426 
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# • 



BLAST score 


438 


E value 


2.0e-43 


Match length 


110 


% identity 


78 


NCBI Description 


ALANYL-TRNA SYNTHETASE, MITOCHONDRIAL PRECURSOR 




(ALANINE — TRNA LIGASE) (ALARS) >gi 1673365 emb CAA80380 




(Z226731 mitochondrial tRNA-Ala svnthetase [Arabidopsis 




thalianal 

» A A <J- *A_ (nil J 


Seq. No. 


28096 


Contig ID 


167461 1.R1040 


5' -most EST 


crh700851213.hl 


Method 


BLASTX 


NCBI GI 


g2459431 


BLAST score 


194 


E value 


7. Oe-15 


Match length 


82 


% identity 


46 


NCBI Description 


(AC002332) unknown protein [Arabidopsis thaliana] 


Seq. No. 


28097 


Contig ID 


167481 1.R1040 


5' -most EST 


dpv701097070.hl 


Seq. No. 


28098 


Contig ID 


167481_2.R1040 


5' -most EST 


uC-gmrominsoy2 60b03bl 


Seer. No. 


28099 


Contia ID 


167498 1.R1040 


5 f -most EST 


zdv700T57247 hi 


Spa No 


28100 


font - i a TD 


167518 1 R1040 


5 ' -most EST 


zpv700757279.hl 


Method 


BLASTN 


NCBI GI 


g2264302 


BLAST score 


69 


E value 


3.0e-30 


Match length 


205 


% identity 


83 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 




MAPI 2 ponrnl pt" p ^pnnpnrp X AT*^b \ Hod^ \ ^ i ans 1 


Sea No 


28101 


font "i a TD 


16754S 1 R1040 


5 ' -most EST 


fC-gmse7 0007 57329a! 


Method 


BLASTX 


NCBI GI 


g4567307 


BLAST score 


195 


E value 


7.0e-15 


Match length 


72 


% identity 


51 


NCBI Description 


(AC005956) putative zinc finger protein [Arabidopsis 




thaliana] 


Seq. No. 


28102 
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Contig ID 


167556 1.R1040 


5 '-most EST 


rlr700899695.hl 


Method 


BLASTX 


NCBI GI 


g4572676 


BLAST score 


316 


E value 


6.0e-29 


Match length 


187 


% identity 


36 


NCBI Description 


(AC006954) unknown protein [Arabidopsis thaliana] 


Seq. No. 


28103 


Contig ID 


167611 1.R1040 


5 T -most EST 


k!1701209728.hl 


Seq. No. 


28104 


Contig ID 


167613_1.R1040 


5 '-most EST 


uC-gmronoir065c05bl 


Seq. No. 


28105 


Contig ID 


167641 1.R1040 


5' -most EST 


zpv700757524 .hi 


Seq. No. 


28106 


Contig ID 


167673 1.R1040 


5 1 -most EST 


xoa700795867 hi 


Sea. No. 


28107 


Contia ID 


167692 1 R1040 


5 '-most EST 


zpv700757614 .hi 


Method 


BLASTX 


NCBI GI 


g3980413 


BLAST score 


364 


E value 


4.0e-35 


Match length 


94 


% identity 


16 


NCBI Description 


(AC004561) pumilio-like protein [Arabidopsis thaliana] 


Seq. No. 


28108 


Contig ID 


167727 1.R1040 


5 '-most EST 


jC-gmle01810087a02dl 


Seq. No. 


28109 


Contig ID 


167745 1.R1040 


5 1 -most EST 


iC-omro02910072e07al 


Sea No 


28110 


Contia ID 


167756 1 R1040 


5 ' -most EST 


zpv700758462.hl 


Method 


BLASTX 


NCBI GI 


gl084950 


BLAST score 


195 


E value 


8.0e-15 


Match length 


143 


% identity 


29 


NCBI Description 


probable membrane protein YPR02 9c - yeast (Saccharomyce 



cerevisiae) >gi_809594_emb_CAA89283_ (Z49274) unknown 
[Saccharomyces cerevisiae] >gi_1314103_emb_CAA95025_ 
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€1 



(Z71255) unknown [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28111 

167774JL.R1040 

fC-gmse7000757783fl 

BLASTX 

gl076755 

537 

8.0e-76 

175 

79 

protein kinase - rice >gi_450300 (L27821) 
[Oryza sativa] 



protein kinase 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



28112 

167806_1.R1040 

zpv700757855.hl 

BLASTX 

g3212855 

378 

5.0e-36 

207 

44 

(AC004005) hypothetical protein [Arabidopsis thaliana] 
28113 

167840_1.R1040 

zhf700958356.hl 

BLASTX 

g3831452 

189 

5.0e-14 

171 

27 

(AC0057 00) putative cytochrome P450 [Arabidopsis thaliana] 
28114 

167854_1.R1040 
zhf700953487.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



28115 

167860_1.R1040 

zpv700757966.hl 

BLASTX 

g4467158 

169 

7.0e-12 

108 

55 

(AL035540) putative protein [Arabidopsis thaliana] 
28116 

167944_1.R1040 
zpv700758128.hl 

28117 

168079 1.R1040 
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5 '-most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 




jC-gmle01810054d!0al 
28118 

168102_1.R1040 
pmv700889065.hl 

28119 

168114_1.R1040 
sat701002912.hl 

28120 

168121_1.R1040 

zpv700758467.hl 

BLASTN 

gl69972 

199 

1.0e-108 

259 
94 

Soybean glycinin A-la-B-x 
2 8121 

168198_1.R1040 
jC-gmro02910071d07dl 

28122 

168211_1.R1040 
zpv700758640.hl 

28123 

168257_1.R1040 
zpv700758723.hl 

28124 

168394_1.R104G 
zpv700759012.hl 

28125 

168417_1.R1040 
zhf 700955494. hi 

28126 

168460_1.R1040 

zpv700759109.hl 

BLASTX 

g4006887 

244 

7.0e-21 

60 

70 

(Z99708) putative protein 
28127 

168467_1.R1040 
leu701155432.hl 
BLASTX 
g3548818 




subunit mRNA, complete cds 



[Arabidopsis thaliana] 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



200 

1.0e-15 

49 

78 

(AC005313) unknown protein [Arabidopsis thaliana] 
28128 

168505_1.R1040 
rlr700896855.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



28129 

168538_1.R1040 
pmv700890049.hl 

28130 

168594JL.R1040 

zpv700759541.hl 

BLASTX 

gl906830 

662 

1.0e-69 

168 
76 

(Y11829) heat shock protein [Arabidopsis thaliana] 
28131 

168598JL.R1040 
sat701008969.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28132 

168601_1.R1040 

g4314150 

BLASTX 

g3257262 

162 

4.0e-ll 

66 

52 

(AP000003) 450aa long hypothetical fmu protein [Pyrococcus 
horikoshii] 



Seq. No. 
Contig ID 
5 '-most EST 



28133 

168619J..R1040 
k!1701203142.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28134 

168679_1.R1040 

crh700853122.hl 

BLASTN 

g2605511 

168 

2.0e-89 

389 

86 

Glycine max mRNA for beta subunit of beta conglycinin, 
complete cds 



4360 



fl 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28135 

168704JL.R1040 
zpv700759841.hl 

28136 

168760_1.R1040 
zpv700760005.hl 

28137 

168790J..R1040 

zpv700760103.hl 

BLASTX 

g461753 

178 

4.0e-13 

56 
64 

AT P- DE PENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 

28138 

168809_1.R1040 

g4396542 

BLASTX 

g3377822 

289 

6.0e-26 

96 

53 

(AF076275) contains similarity to Caenorhabditis elegans 
MEL-26 (GB:U67737) [Arabidopsis thaliana] 

28139 

168851_1.R1040 
g5677098 

28140 

168940_1.R1040 
zpv700760448.hl 

28141 

168982JL.R1040 
zpv700760532.hl 

28142 

168994JL.R1040 

zpv700760559.hl 

BLASTX 

gl001312 

204 

7.0e-16 

59 

66 

(D64006) hypothetical protein [Synechocystis sp.] 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28143 

169024_1.R1040 

zhf700956343.hl 

BLASTX 

g4539321 

166 

8.0e-12 

58 

52 

(AL035679) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



28144 

169045JL.R1040 
zpv700763458.hl 



Seq. No. 

Contig ID 
5 '-most EST 



28145 

169159JL.R1040 
jC-gmfl02220075a09dl 



Seq. No. 
Contig ID 
5' -most EST 



28146 

169260_1.R1040 
zpv700761194.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28147 

169354_1.R1040 
zpv700761405.hl 



Seq. No. 
Contig ID 
5' -most EST 



28148 

169360JL.R1040 
zpv700761423.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28149 

169365__1.R1040 
sat701004686.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28150 

169429_2.R1040 
jC-gmst024 00060al0al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28151 

169443_1.R1040 

sat701004844.hl 

BLASTX 

g4559388 

697 

2.0e-73 

248 

53 

(AC006526) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



28152 

169450JL.R1040 
leu701145131.hl 



Seq. No. 
Contig ID 



28153 

169497 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



zpv700761731.hl 

BLASTX 

g3790677 

143 

6.0e-09 

103 

33 

(AF099002) similar to human 
[Caenorhabditis elegans] 



5 1 -nucleotidase (SW: P49902) 



28154 

169560_1.R1040 

uC-gmrominsoy029h01bl 

BLASTN 

g2924733 

41 

2.0e-13 

61 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUF9, complete sequence [Arabidopsis thaliana] 

28155 

169613J..R1040 

zpv700762023.hl 

BLASTX 

g3372671 

432 

6.0e-43 

105 

83 

(AF061286) gamma-adaptin 1 [Arabidopsis thaliana] 
28156 

169680_1.R1040 
epx701110086.hl 



Seq. No. 


28157 


Contig ID 


169712 1.R1040 


5 '-most EST 


jC-gmfl02220079gl2al 


Seq. No. 


28158 


Contig ID 


169719_1.R1040 


5 '-most EST 


uC-gmflminsoy046h06bl 


Method 


BLASTN 


NCBI GI 


g975703 


BLAST score 


55 


E value 


6.0e-22 


Match length 


174 


% identity 


88 


NCBI Description 


P. sativum GR gene 


Seq. No. 


28159 


Contig ID 


169719 2.R1040 


5' -most EST 


epx701107025.hl 


Method 


BLASTN 


NCBI GI 


g975703 
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BLAST score 


43 


E value 


6.0e-15 


Match length 


91 


% identity 


87 


NCBI Description 


P. sativum GR gene 


Seq. No. 


28160 


Contig ID 


169744J..R1040 


5' -most EST 


pmv700889274 .hi 


Seq. No. 


28161 


Contig ID 


169760 1.R1040 


5' -most EST 


zpv700762329.hl 


Seq. No. 


28162 


Contig ID 


169818 1.R1040 


5 1 -most EST 


jC-gmro02910033a!0al 


Seq. No. 


28163 


Contig ID 


169832 1.R1040 


5 '-most EST 


fC-gmse7000762491fl 


Method 


BLASTN 


NCBI GI 


gl806143 


BLAST score 


287 


E value 


1.0e-160 


Match length 


519 


% identity 


89 


NCBI Description 


M.sativa mRNA for cdc2 kinase honiologu 


Seq. No. 


28164 


Contig ID 


169845 1.R1040 


5 '-most EST 


zpv700762525.hl 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


318 


E value 


8.0e-30 


Match length 


81 


% identity 


81 


NCBI Description 


(U70866) polyprotein [Bean pod mottle 


Seq. No. 


28165 


Contig ID 


169895 1.R1040 


5 '-most EST 


zpv7007 62633. hi 


Method 


BLASTX 


NCBI GI 


g4249402 


BLAST score 


171 


E value 


2.0e-12 


Match length 


66 


% identity 


55 


NCBI Description 


(AC006072) unknown protein [Arabidopsi 


Sea No 


28166 


Contig ID 


169896 1.R1040 


5 '-most EST 


jC-gmle01810021b01dl 


Method 


BLASTN 


NCBI GI 


g287567 


BLAST score 


47 



cdc2MsE 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



3.0e-17 

75 
91 

Vigna radiata auxin-regulated mRNA 
28167 

169917JL.R1040 
bth700846108.hl 



Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28168 

169926J..R1040 

sat701005108.hl 

BLASTN 

g2760172 

44 

1.0e-15 

182 
85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MUB3, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28169 

170013_1.R1040 

sat701008610.hl 

BLASTX 

g4262226 

173 

2.0e-12 

78 

51 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
28170 

170062_1.R1040 
zpv700763005.hl 

28171 

170091_1.R1040 

hrw701063395.hl 

BLASTX 

gl23534 

336 

1.0e-31 

73 

88 

17.3 KD CLASS I HEAT SHOCK PROTEIN (HSP 17.3) 

>gi_71493_pir HHSY17 heat shock protein 17 - soybean 

>gi_18656_emb_CAA25578_ (X01104) heat shock protein 6871 

(aa 1-153) [Glycine max] >gi_224205_prf 1012218B protein 

6871, heat shock [Glycine max] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



28172 

170100_1.R1040 
zpv700763069.hl 

28173 

170154 1.R1040 



4365 



5' -most EST 



jC-gmfl02220106g!0al 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28174 

170195_1.R1040 

zpv700763257.hl 

BLASTX 

g3763916 

532 

3.0e-54 

190 

54 

(AC004450) unknown protein [Arabidopsis thaliana] 
>gi_4531439_gb_AAD22124.1_AC006224_6 (AC006224) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



28175 

170233_1.R1040 
jC-gmfl02220092allal 



Seq. No. 
Contig ID 
5 '-most EST 



28176 

170309_1.R1040 
zpv700763470.hl 



Seq. No. 
Contig ID 
5' -most EST 



28177 

170397_1.R1040 
zpv700763625.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28178 

170449_1.R1040 

eep700863716.hl 

BLASTX 

gl710401 

777 

5.0e-83 

165 

89 

RIBONUCLEOSIDE-DIPHOSPHATE REDUCTASE SMALL CHAIN 
(RIBONUCLEOTIDE REDUCTASE) (R2 SUBUNIT) 

>gi_1044 912__emb_CAA63194_ (X92443) ribonucleotide reductase 
R2 [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



28179 

170451_1.R1040 
jC-gmle01810094dlldl 



Seq. No. 
Contig ID 
5 '-most EST 



28180 

170477JL.R1040 
eep700863816.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



28181 

170486_1.R1040 

fC-gmro7 00863840a3 

BLASTX 

g!743354 

747 

1.0e-109 
264 



4366 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



78 

(Y09876) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 
28182 

170486_2.R1040 

dpv701099622.hl 

BLASTX 

g4056462 

791 

1.0e-137 

320 
78 

(AC005990) Strong similarity to gb_Y09876 aldehyde 
dehydrogenase (NAD+) from Nicotiana tabacum and a member of 
the aldehyde dehydrogenase family PF_00171. ESTs 
gb_F15117, gb_R83958 and gb_586262 come from this gene. 
[Arabidopsis thaliana] 



beq. wo. 


Z o lo J 


contig lu 


1/U4yu 1.K1U4U 


5' -most EST 


eep700863849.hl 


Method 


BLASTX 






csLiAoi score 


zzu 


E value 


3 . Oe-lo 


Match length 


o r 
OO 


% identity 


00 


NCBI Description 


(AL021749) receptor protein 




[Arabidopsis thaliana] 


Seq. No. 


O Q 1 Q A 


uonrig xu 


l/UOZU ±.rs.±U3U 


o -most EST 


rca /uiuuuoii. ni 


Method 


BLASTX 


NCBI GI 


gl698548 


BLAST score 


317 


E value 


9.0e-29 


Match length 


135 


% identity 


47 


NCBI Description 


( U5 8 97 1 ) calmodulin-binding 


Seq. No. 


28185 


Contig ID 


170574 1.R1040 


5 '-most EST 


pxt700942627.hl 


Seq. No. 


28186 


Contig ID 


170576 1.R1040 


5 '-most EST 


zhf700955167.hl 


Method 


BLASTX 


NCBI GI 


g4558672 


BLAST score 


347 


E value 


9.0e-33 


Match length 


88 


% identity 


80 


NCBI Description 


(AC007063) putative 1,3-bet 




thaliana] 



4367 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28187 

170588__1.R1040 

jC-gmst02400057h01al 

BLASTX 

gl871185 

554 

9.0e-57 

125 

80 

(U90439) seven in absentia isolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



28188 

170647JL.R1040 
eep700864290.hl 



Seq. No. 
Contig ID 
5' -most EST 



28189 

170677J..R1040 
eep700867106.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28190 

170695_1.R1040 

fC-gmro700864412a3 

BLASTX 

g4038030 

419 

1.0e-40 

196 
45 

(AC005936) putative protein kinase, 5 T partial [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5" -most EST 



28191 

170705JL.R1040 
eep700864431.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28192 

170730JL.R1040 

eep700864515.hl 

BLASTX 

g547706 

233 

4.0e-19 

190 

32 

INSULIN-DEGRADING ENZYME (INSULYSIN) (INSULINASE) (INSULIN 

PROTEASE) >gi_347022_pir S29509 insulinase (EC 3.4.99.45) 

- rat >gi_56492_emb_CAA47689_ (X67269) insulin-degrading 
enzyme [Rattus norvegicus] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



28193 

170743JL.R1040 

eep700864542.hl 

BLASTX 

g3540204 

523 

3.0e-53 
139 



4368 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 



71 

(AC004260) Hypothetical protein [Arabidopsis thaliana] 



28194 

170763_1.R1040 

yza700763910.hl 

BLASTX 

gl706956 

181 

3.0e-27 

121 

57 

(U58283) cellulose synthase 



[Gossypium hirsutum] 



28195 

170766JL.R1040 
jC-gmst02400005dlldl 

28196 

170799_1.R1040 

eep700864693.hl 

BLASTX 

g3757822 

212 

6.0e-17 

117 

41 

(AF044195) IkappaB kinase complex associated protein; 
[Homo sapiens] >gi_4504629_ref_NP_003631 . l_pIKBKAP_ 
inhibitor of kappa light polypeptide gene enhancer in 
B-cells, kinase complex-associated protein; IKAP 

28197 

170816JL.R1040 
dpv701098520.hl 

28198 

170823JUR1040 

epx701103808.hl 

BLASTX 

g3800951 

153 

6.0e-10 

57 

54 

(AF100657) No definition line found [Caenorhabditis 
elegans] 

28199 

170831JL.R1040 
gsv701056216.hl 

28200 

170838_1.R1040 
uC-gmronoir004b07bl 



IKAP 



Seq. No. 



28201 



4369 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



170844_1.R1040 

kll701206615.hl 

BLASTX 

g457517 

261 

1.0e-22 

126 

41 

(L12579) alternatively spliced [Homo sapiens] 
>gi_4503169_ref_NP_001904.1_pCUTLl_ cut (Drosophila) -like 1 
(CCAAT displacement protein) 

28202 

170862_1.R1040 
pxt700944333.hl 

28203 

170870_1.R1040 

zzp700834111.hl 

BLASTN 

g4235150 

46 

7.0e-17 

130 

84 

Arabidopsis thaliana chromosome I BAC T25B24 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


28204 


Contig ID 


170873 1.R1040 


5 '-most EST 


eep700866455.hl 


Seq. No. 


28205 


Contig ID 


170876 1.R1040 


5 '-most EST 


jC-gmst02400049b04al 


Method 


BLASTX 


NCBI GI 


gl707642 


BLAST score 


703 


E value 


6.0e-74 


Match length 


249 


% identity 


58 


NCBI Description 


(Y07748) TMK [Oryza sativa] 


Seq. No. 


28206 


Contig ID 


170919 1.R1040 


5' -most EST 


hrw701057932.hl 


Seq. No. 


28207 


Contig ID 


170928_1.R1040 


5' -most EST 


uC-gmrominsoy258c09bl 


Seq. No. 


28208 


Contig ID 


170935 1.R1040 


5 '-most EST 


eep700864995.hl 


Seq. No. 


28209 


Contig ID 


170952JL.R1040 



4370 



5' -most EST 



zzp700830712.hl 



vJ \^ V-^ ♦ l»v • 


28210 


fonticr ID 


170953 1.R1040 




pe>n700865030 hi 


tuJ C • J.1I \J * 


28211 


Contig ID 


170954 1.R1040 


5 1 -most EST 


fC-gmro700865034a4 


Method 


BLASTX 


NCBI GI 


g4262226 


BLAST score 


246 


FI v3 1 hp 


3 Oe-20 




166 


% ide»ntitv 

o -i- v-<a >^ li v — i- ^— y 


39 


NPRT qpri nt" i on 


(AC00G900) outative 


Seer. No. 


28212 


Pnnt" in JT) 


171008 1 R1040 


5 1 -most EST 


eep700870119.hl 


Method 


BLASTX 


NCBI GI 


gl777443 


BLAST score 


297 


E value 


5.0e-27 


Match length 


71 


% identity 


75 


NCBI Description 


(U28422) CCA1 [Arab 



DNA-binding protein CCA1 [Arabidopsis thaliana] >gi__4090569 
(U79156) CCA1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28213 

171025_1.R1040 

fC-gmro700865758a3 

BLASTX 

gl930081 

556 

1.0e-56 

247 

53 

(U92878) acyl-ACP thioesterase [Garcinia mangostana] 



Seq. No. 
Contig ID 
5' -most EST 



28214 

171074_1.R1040 
eep700865319.hl 



Seq. No. 
Contig ID 
5' -most EST 



28215 

171078JL.R1040 
zhf700957058.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



28216 

171101_1.R1040 

eep700865363.hl 

BLASTX 

g3646450 

230 

2.0e-19 
90 



4371 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



49 

(AL031603) conserved hypothetical protein. 
[Schizosaccharomyces pombe] 

28217 

171107_1.R1040 
rca700995907.hl 
BLASTX 
g3953463 
360 

1.0e-34 
95 
72 

NCBI Description (AC002328) F20N2.8 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



28218 

171111_1.R1040 
eep700865381.hl 

28219 

171125J..R1040 

uC-gmf lminsoy 0 7 7dl Obi 

BLASTX 

g4263770 

242 

2.0e-20 

96 

56 

(AC006218) unknown protein [Arabidopsis thaliana] 
28220 

171128_1.R1040 

gsv701051170.hl 

BLASTX 

g3193293 

322 

7.0e-30 

122 

54 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB:AC000375) 
[Arabidopsis thaliana] 

28221 

171136J..R1040 
jC-gmfl02220053a06dl 

28222 

171147__1.R1040 
uC-gmropic041f 02bl 

28223 

171162JL.R1040 

fC-gmro7008 65482a3 

BLASTX 

gl36753 

935 



4372 



E value 
Match length 
% identity 
NCBI Description 



1.0e-113 

345 

60 

GLYCOGEN (STARCH) SYNTHASE, ISOFORM 1 
>gi_101338_pir A38326 UDPglucose— starch 

glucosyltransf erase (EC 2.4.1.11) 1 - yeast (Saccharomyces 
cerevisiae) >gi_172870 (M60919) glycogen synthase 
[Saccharomyces cerevisiae] >gi_836770_dbj_BAA09254_ 
(D50617) glycogen synthase isoform 1 [Saccharomyces 
cerevisiae] >gi_1122228_dbj_BAA08032_ (D44599) Glycogen 
synthase GSY1 [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 



28224 

171254_1.R1040 
eep700865645.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28225 

171298_1.R1040 
g5057577 



Seq. No. 
Contig ID 
5 '-most EST 



28226 

171319JL.R1040 
eep700865761.hl 



Seq. No. 
Contig ID 
5' -most EST 



28227 

171328_1.R1040 
eep700865773.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28228 

171346_1.R1040 

eep700865813.hl 

BLASTX 

g4539327 

172 

8.0e-13 

47 

72 

(AL035679) putative proton pump [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28229 

171379_1.R1040 

eep700865879.hl 

BLASTX 

g3077640 

846 

6.0e-91 

279 

60 

(AJ223151) O-methyltransf erase [Prunus dulcis] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



28230 

171388JL.R1040 

pxt700945512.hl 

BLASTX 

g3608261 

275 

4.0e-24 



4373 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 
78 

{AB017564} dof zinc finger protein [Arabidopsis thaliana] 
28231 

171401_1.R1040 

zsg701127091.hl 

BLASTX 

g729273 

432 

7.0e-43 

111 

77 

CYPR04 PROTEIN >gi_322804_pir S28592 cypro4 protein - 

cardoon >gi_17959_emb_CAA49354_ (X69672) cypro4 [Cynara 
cardunculus] 



Seq. No. 


28232 


Contia ID 




5 1 -most EST 


asn7QlT36905 hi 


Method 


BLASTX 


NCBI GI 


g2829887 


BLAST score 


164 


E valup 


0 fjp-1 1 


Match lpnn1"h 


ins 


% identity 


37 


NCBI Description 


(AC002396) Hypothetical prot 


Seq. No. 


28233 


Contig ID 


171429 1.R1040 


5" -most EST 


eep700865982.hl 


Method 


BLASTX 


NCBI GI 


g4314358 


BLAST score 


400 


E value 


4.0e-39 


Match length 


110 


% identity 


69 


NCBI Description 


(AC006340) putative kinesin 




[Arabidopsis thaliana] 


Seq. No. 


28234 


Contig ID 


171468 1.R1040 


5' -most EST 


awf700837144.hl 


Seq. No. 


28235 


Contig ID 


171486 1.R1040 


5' -most EST 


fde700873229.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



28236 

171494JL.R1040 

eep700866113.hl 

BLASTX 

g3236253 

231 

6.0e-19 

121 

47 



4374 



II 



NCBI Description 



(AC004684) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 


28237 


Contig ID 


171514 1.R1040 


5 ' -most EST 


jC-gmfl02220115fl2dl 


Method 


BLASTN 


NCBI GI 


g4336139 


BLAST score 


41 


E value 


1.0e-13 


Match length 


89 


% identity 


87 


NCBI Description 


Arabidopsis thaliana serine/threonine 




2A 65 kDa A regulatory subunit alpha i 




region 


Seq. No. 


28238 


Contig ID 


171520 1.R1040 


5 1 -most EST 


jC-gmle01810068e09al 


Method 


BLASTX 


NCBI GI 


g2827160 


BLAST score 


149 


E value 


1.0e-09 


Match length 


103 


% identity 


28 


NCBI Description 


(AF032667) rexo70 [Rattus norvegicus] 


Seq. No. 


28239 


Contig ID 


171524 1 R1040 


5 T -most EST 


eep700866164 .hi 


Seq. No. 


28240 


Conticr ID 


171534 1 R1040 


5 r -most EST 

*-J 1XWJ O L. UU 1 


zhf 70096501 9 hi 


Seq. No. 


28241 


Contig ID 


171578 1.R1040 


5 T -most EST 


zsg701120879.hl 


Method 


BLASTX 


NCBI GI 


g3810676 


BLAST score 


234 


E value 


1.0e-19 


Match lencrth 


71 






NCBI Description 


(AJ223357} SKOR PAr^hi Hnnqi s fh^l-i^n^l 


Sea No 


28242 


Contia ID 


171^80 1 R1D4D 




€*(*-nlC\CY&&6'? Ci hi 
src^j / uuouuiJjiiii 


Seq. No. 


28243 


Contig ID 


171584 1.R1040 


5' -most EST 


gsv701051394.hl 


Method 


BLASTX 


NCBI GI 


g4539291 


BLAST score 


340 


E value 


5.0e-32 



4375 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



129 
53 

(AL049480) 



putative protein [Arabidopsis thaliana] 



28244 

171592__1.R1040 
fde700875827.hl 

28245 

171598_1.R1040 

epx701108483.hl 

BLASTX 

g2979543 

254 

7.0e-22 

102 
53 

(AC003680) hypothetical protein [Arabidopsis thaliana] 
28246 

171603_1.R1040 
jC-gmfl02220054cl2al 

28247 

171605_1.R1040 

zsg701122004.hl 

BLASTX 

g3402690 

166 

3.0e-19 

107 

52 

(AC004697) hypothetical protein, 3 1 partial [Arabidopsis 
thaliana] 

28248 

171609_1.R1040 
eep700866305.hl 

28249 

171627_1.R1040 
g5058235 

28250 

171631_1.R1040 

eep700866336.hl 

BLASTX 

g2131161 

115 

8.0e-12 

64 

61 

4-nitrophenylphosphatase (EC 3.1.3.41) - yeast 

( S acchar omyces cere vi s iae ) >gi_l 43140 0_emb_CAA9 8 8 1 6_ 

(Z74284) ORF YDL236w [S acchar omyces cerevisiae] 



Seq. No. 



28251 



4376 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171634_1.R1040 
jC-gmst02400065el0a2 

28252 

171640JL.R1040 
eep700866353.hl 

28253 

171693JL.R1040 
eep700866907.hl 

28254 

171693_2.R1040 

uC-gmrominsoy215e09bl 

BLASTX 

g3395440 

219 

2.0e-18 

71 

59 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
28255 

171732JL.R1040 
eep700866533.hl 

28256 

171734J..R1040 
rca700998788.hl 

28257 

171742_1.R1040 
jC-gmle01810087e03dl 

28258 

171746JL.R1040 

eep700866563.hl 

BLASTX 

g3047085 

277 

2.0e-24 

121 

76 

(AF058914) No definition line found [Arabidopsis thaliana] 
28259 

171746_2.R1040 

jsh701069885.hl 

BLASTX 

g3047085 

152 

3.0e-10 

40 

65 

(AF058914) No definition line found [Arabidopsis thaliana] 



Seq. No. 



28260 



4377 



Contig ID 


171752_1.R1040 


D — IllOSL £jO i 


zhf 700 95 98 61. hi 


Seq. No. 


28261 


Contig ID 


171753JL.R1040 


o —most hbi 


zhf 700 958583 . hi 


Seq. No. 


28262 


Contig ID 


171770_1.R1040 


J ULU bl Hj o J. 


leu /uiiobyoo. ni 


Seq. No. 


28263 


Contig ID 


171791 1.R1040 


5' -most EST 


eep700866649.hl 


Seq. No. 


28264 


Contig ID 


171793 1.R1040 


5 '-most EST 


eep700866653.hl 


Method 


BLASTX 


NCBI GI 


g4454052 






E value 


8.0e-15 


Match length 


87 


% identity 


48 


NCBI Description 


(AL035394) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


28265 


Contig ID 


171819 1.R1040 


5' -most EST 


eep700866701.hl 


Seq. No. 


28266 


Contig ID 


171855 1.R1040 


5' -most EST 


fua701042719.hl 


Method 


BLASTX 


NCBI GI 


g4006829 


DJjnOi 


D / J 


E value 


e.0e-ll 


Match length 


145 


% identity 


88 


jNooi Description 


(AC005970) putative protein kinase [Arabidopsis thaliana] 


Seq. No. 


28267 


Contig ID 


171860 1.R1040 


5 '-most EST 


kll701212235.hl 


Seq. No. 


28268 


Contig ID 


171875 1.R1040 


5 '-most EST 


leu701148609.hl 


Method 


BLASTX 


NCBI GI 


g3176707 


BLAST score 


157 


E value 


9.0e-ll 


Match length 


86 


% identity 


42 


NCBI Description 


(AC002392) putative proline-rich protein APG [Arabidopsis 




thaliana] 



4378 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28269 

171887JL.R1040 

eep700866850.hl 

BLASTX 

g4508079 

417 

3.0e-41 

98 

77 

(AC005882) 66284 [Arabidopsis thaliana] 
28270 

171889_1.R1040 

cks700764749.hl 

BLASTX 

g2252863 

573 

3.0e-59 

132 

83 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 

28271 

171890_1.R1040 

eep700866853.hl 

BLASTX 

gl841475 

281 

2.0e-25 

71 

68 

(Y11105) Myb26 [Pisum sativum] 
28272 

171894_1.R1040 

jC-gmst02400029g09al 

BLASTX 

g3334162 

200 

2.0e-15 

117 

35 

DOWN SYNDROME CRITICAL REGION PROTEIN A 

>gi_2588993_dbj__BAA23270_ (AB001990) Dcra [Mus musculus] 
28273 

171894_2.R1040 

leu701149436.hl 

BLASTX 

g3334162 

221 

4.0e-18 

87 

44 

DOWN SYNDROME CRITICAL REGION PROTEIN A 

>gi_2588993_dbj_BAA23270__ (AB001990) Dcra [Mus musculus] 



4379 



CI 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28274 

171907_1.R1040 
jC-gmst02400073fllal 

28275 

171908_1.R1040 

leu701146451.hl 

BLASTN 

g2143322 

42 

2.0e-14 

82 
88 

P.deltoides chloroplast 



DNA for psbB operon 



28276 

171916JL.R1040 

sat701002934.hl 

BLASTX 

g2760830 

597 

3.0e-62 

123 
88 

(AC003105) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

28277 

171917_1.R1040 
pmv700891158.hl 

28278 

171929_1.R1040 

eep700867235.hl 

BLASTX 

g2346978 

147 

1.0e-09 

74 
47 

(AB006601) ZPT2-14 [Petunia x hybrida] 
28279 

171930_1.R1040 

eep700867282.hl 

BLASTX 

g4038055 

261 

5.0e-23 

88 
58 

(AC005897) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4557077_gb_AAD22516.1_AC007045_16 (AC007045) putative 
cytochrome p450 [Arabidopsis thaliana] 



Seq. No. 



28280 



4380 



Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



171976J..R1040 
asn701140943.hl 

28281 

171977_1.R1040 
leu701156653.hl 
BLASTX 
g4454567 
124 

3.0e-10 
118 
44 

(AF128407) lipase homolog [Arabidopsis thaliana] 
28282 

171980_1.R1040 
leu701146017.hl 

28283 

172016JL.R1040 
pmv700894106.hl 

28284 

172026JL.R1040 
eep700867125.hl 

28285 

172036_1.R1040 
uC-gmrominsoyl70d05bl 

28286 

172037JL.R1040 
eep700867149.hl 
BLASTX 
gl769903 
164 

1.0e-ll 
82 
41 

(X95738) proline transporter 2 [Arabidopsis thaliana] 
28287 

172073_1.R1040 
jC-gmro02910026d02al 

28288 

172081_1.R1040 
eep700867239.hl 

28289 

172086JL.R1040 
bth700848572.hl 
BLASTX 
g3402697 
423 

2.0e-41 
174 



4381 



% identity 


24 


NCBI Description 


(AC004261) putative phosphatidylinositol-4-phosphate 




5-kinase [Arabidopsis thaliana] 


Seq. No. 


28290 


Contig ID 


172145 1.R1040 


5 '-most EST 


dpv701097666.nl 


Seer- Mo . 


28291 


Contia ID 


172159 1 R1040 

X f CX^j' -X. ♦ X\ J_ \J 1 \J 


5 T -most EST 


eep7008674 65.hl 


Method 


BLASTX 


NCBI GI 


g4099833 


BLAST score 


162 


E value 


2.0e-ll 


Match length 


77 


% identity 


42 


NCBI Description 


(U90265) bifunctional nuclease [Zinnia elegans] 


Seer. No - 


28292 


Contig ID 


172168 1.R1040 


5 '-most EST 


eeD7008^67487 hi 


kJ v3 ■ Li w • 


28293 


font i rr TD 


172173 1 R1040 


5 1 -most EST 


jC-gmf 10222014 8c08al 


Method 


BLASTX 


NCBI GI 


g4165861 


BLAST score 


536 


E value 


9. Oe-55 


Match lencrth 


164 


% identity 


29 


NCBI Description 


(AF006603) histone deacetylase mHDA2 [Mus musculus] 


Seq. No. 


28294 


Contig ID 


172181 1.R1040 


5' -most EST 


jC-gmro02910054a03dl 


Seq. No. 


28295 


font i rr TD 




S'-most EST 


eeo700867563 hi 


Sea No 


28296 


Pont i a TD 


172212 1 R1040 

X J X £• X. X\ X \J \J 


S'-most EST 


asn701131028 .hi 


Method 


BLASTX 


NCBI GI 


g3775999 


BLAST score 


291 


E value 


2 . Oe-26 


Match lenath 


66 


% identity 


82 


NCBI Description 


(AJ0104 63) RNA helicase [Arabidopsis thaliana] 


Seq. No. 


28297 


Contig ID 


172218 1.R1Q40 


5' -most EST 


eep700867656.hl 



4382 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28298 

172224_1.R1040 

asn701137416.hl 

BLASTX 

g3511285 

555 

3.0e-57 

121 

85 

(AF081534) cellulose synthase [Populus alba x Populus 
tremula] 



Seq. No. 
Contig ID 
5 '-most EST 



28299 

172227JL.R1040 
eep700869572.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28300 

172245_1.R1040 

rlr700899532.hl 

BLASTN 

gl!42620 

150 

8.0e-79 

358 

89 

Phaseolus vulgaris phaseolin G-box binding protein PG2 
<PG2) mRNA, partial cds 



Seq. No. 
Contig ID 
5 '-most EST 



28301 

172264_1.R1040 
eep700870273.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



28302 

172267_1.R1040 
zsg701123293.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28303 

172278JL.R1040 

fua701040559.hl 

BLASTX 

g2507198 

343 

3.0e-32 

121 

57 

PROTEIN KINASE CEK1 >gi_18 5397 6_dbj_BAA06551_ 
protein kinase [Schizosaccharomyces pombe] 



(D31773) 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



28304 

172301_1.R1040 

jC-gmst02400043f07dl 

BLASTX 

g3341687 

150 

1.0e-09 

45 
69 



4383 



NCBI Description (AC003672) putative ras protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Gontig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



28305 

172304J..R1040 
crh700855002.hl 

28306 

172305JL.R1040 

eep700867833.hl 

BLASTX 

g4454550 

201 

1.0e-15 

104 
23 

(AF113002) silencing mediator of retinoic acid and thyroid 
hormone receptor beta [Mus mus cuius] 

28307 

172318JL.R1040 
leu701153303.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



28308 

172335_1.R1040 
eep700867882.hl 

28309 

172354_1.R1040 

eep700867926.hl 

BLASTX 

g4204283 

271 

4.0e-24 

71 
72 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
28310 

172361_1.R1040 

pxt700941884.hl 

BLASTX 

g285741 

228 

4.0e-19 

87 
56 

(D14550) EDGP precursor [Daucus carota] 
28311 

172373_1.R1040 

fua701038295.hl 

BLASTX 

g399427 

519 

5.0e-53 

121 
78 



4384 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



ENOLASE (2-PH0SPH0GLYCERATE DEHYDRATASE) 

(2-PH0SPH0-D-GLYCERATE HYDRO-LYASE) >gi_99392_pir S24 996 

phosphopyruvate hydratase (EC 4.2.1.11) - Chlamydomonas 
reinhardtii >gi_18143_emb_CAA47 043_ (X66412) enolase 

[Chlamydomonas reinhardtii] 

28312 

172383_1.R1040 
kll701213623.hl 

28313 

172388JL.R1040 

eep700868002.hl 

BLASTX 

g3063448 

344 

1.0e-32 

101 

69 

(AC003981) F22O13.10 [Arabidopsis thaliana] 
28314 

172398JL.R1040 

rlr700902336.hl 

BLASTX 

gl943751 

726 

4.0e-77 

149 

95 

(U93845) Arabidopsis thaliana ER-type calcium pump 
protein, complete sequence >gi_2078292 (U96455) ER-type 
Ca2+-pumping ATPase; ECAlp [Arabidopsis thaliana] 

28315 

172412JL.R1040 
zsg701117349.hl 

28316 

172445JL.R1040 
eep700868125.hl 

28317 

172453_1.R1040 

xpa700797315.hl 

BLASTX 

g4102600 

213 

2.0e-17 
46 
87 

(AF013467) ARF6 



[Arabidopsis thaliana] 



28318 

172480_1.R1040 
eep700868196.hl 



4385 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28319 

172510_1.R1040 
eep700868455.hl 

28320 

172511_1.R1040 

zhf700965043.hl 

BLASTX 

g3329368 

326 

2.0e-30 

103 

64 

(AF031244) nodulin-like protein [Arabidopsis thaliana] 
28321 

172541_1.R1040 

zhf700961577.hl 

BLASTX 

g2583118 

227 

4.0e-28 

105 

66 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
28322 

172593_1.R1040 
sat701007218.h2 

28323 

172603_1.R1040 

eep700868417.hl 

BLASTX 

g3287695 

454 

5.0e-84 

316 

56 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 

28324 

172630JL.R1040 
dpv701097185.hl 

28325 

172645_1.R1040 

epx701104373.hl 

BLASTX 

gl710587 

194 

3.0e-15 

53 

70 

60S ACIDIC RIBOSOMAL PROTEIN PO >gi_1196897 (L46848) acidic 



4386 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein PO [Glycine max] 
28326 

172654JL.R1040 

jex700907645.hl 

BLASTX 

g4567197 

172 

2.0e-12 

37 

78 

(AC007168) unknown protein [Arabidopsis thaliana] 
28327 

172670JL.R1040 
jC-gmro02910007bl0al 

28328 

172672JL.R1040 

gsv701048066.hl 

BLASTN 

g2624382 

74 

1.0e-33 

217 

83 

P. vulgaris mRNA for cinnamate 4-hydroxylase 
28329 

172676J..R1040 

eep700868519.hl 

BLASTX 

g2832304 

181 

2.0e-13 

93 

38 

(AF044489) receptor-like protein kinase [Oryza sativa] 
28330 

172694JL.R1040 
eep700868542.hl 

28331 

172703J..R104G 
g4396761 

28332 

172707JL.R1040 

zhf700953295.hl 

BLASTX 

g3928090 

320 

9.0e-30 

100 

58 

(AC005770) putative MTN3 protein [Arabidopsis thaliana] 



4387 



(I 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28333 

172716JL.R1040 
eep700868582.hl 

28334 

172720_1.R1040 

uC-gmrominsoy040f 09bl 

BLASTX 

g3287696 

517 

1.0e-52 

158 

44 

(AC003979) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. This ORF may be 
part of a larger gene that lies in the overlapping region. 

[Arabidopsis thaliana] 



Seq. No. 


28335 


Contig ID 


172725 1.R1040 


5 '-most EST 


jex700905667.hl 


Method 




NCBI GI 


a2443886 


BLAST score 


156 


E value 


4.0e-10 


Match length 


117 


% identity 


35 


NCBI Description 


\t\K^Kj\j<z.£y<i ) unknown proiein Liiraoiaopsis unaxianaj 


Seq. No. 


28336 


Conticr TD 


± f l OO J. ■ r\X U 4 U 


S'-most EST 




Seq. No. 


28337 


Contig ID 


172748 1.R1040 


5' -most EST 


pmv700890005.hl 


Seq. No. 


28338 


Contig ID 


172761 1.R1040 


5' -most EST 


eep700868657.hl 


Seq. No. 


28339 


Contig ID 


172770JL.R1040 


5 '-most EST 


uC-gmrominsoy202h02bl 


Seq. No. 


28340 


Contig ID 


172773 1.R1040 


5 '-most EST 


eep700868688.hl 


Seq. No. 


28341 


Contig ID 


172798 1.R1040 


5 '-most EST 


eep700868740.hl 


Method 


BLASTX 


NCBI GI 


g2191136 


BLAST score 


185 


E value 


4.0e-14 



4388 



(I 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



88 
41 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 

[Arabidopsis thaliana] 

28342 

172811_1.R1040 

eep700868770.hl 

BLASTX 

g4580472 

423 

5.0e-42 

92 

86 

(AC006081) DNA binding protein; similar to CDC27 and nuclear 
scaffold proteins [Arabidopsis thaliana] 

28343 

172849_1.R1040 
uC-gmflminsoy081h07bl 

28344 

172907_1.R1040 
jC-gmfl02220063d07al 

28345 

172914JL.R1040 
eep700870123.hl 

28346 

172932_1.R1040 

fC-gmro700846765d3 

BLAST N 

gl416513 

56 

2.0e-22 

112 

88 

Brassica napus mRNA for CTPrphosphocholine 
cyt idyl yltransf erase, complete cds 

28347 

172955_1.R1040 
eep700869078.hl 

28348 

172971_1.R1040 
eep700869104.hl 

28349 

172982JL.R1040 
eep700869123.hl 

28350 

172995 1.R1040 



4389 



(I 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



eep700869140.hl 

BLASTX 

g3482917 

456 

9.0e-71 

214 
69 

(AC003970) Similar to Glucose-6-phosphate dehydrogenases, 
gi_2276344, gi_2829880, gi_2352919 and others. [Arabidopsis 
thaliana] 

28351 

173013_1.R1040 

g5678068 

BLASTX 

g3367568 

272 

3.0e-36 

117 

62 

(AL031135) protein kinase - like protein [Arabidopsis 
thaliana] 

28352 

173020_1.R1040 
eep700869182.hl 

28353 

173034J..R1040 

leu701155874.hl 

BLASTX 

g2827631 

420 

2.0e-41 

95 
85 

(AL021636) putative protein [Arabidopsis thaliana] 
28354 

173048JL.R1040 

uC-gmrominsoy093d04bl 

BLASTX 

g3193306 

403 

2.0e-39 

116 

70 

(AF069300) contains similarity to Arabidopsis 
membrane-associated salt-inducible-like protein 
(GB:AL021637) [Arabidopsis thaliana] 

28355 

173065JL.R1040 
eep700869336.hl 

28356 

173085 1.R1040 



4390 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



eep700869339.hl 
28357 

173092_1.R1040 

uC-gmrominsoy2 64g0 9bl 

BLASTX 

g2191136 

151 

8.0e-10 

76 
43 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H7 6290 
[Arabidopsis thaliana] 

28358 

173102JL.R1040 
eep700869377.hl 

28359 

173108JL.R1040 
g4300365 

28360 

173127JL.R1040 
jC-gmro02910014a04dl 

28361 

173149_1.R1040 
jC-gmfl02220126gllal 

28362 

173150_1.R1040 

pmv700894867.hl 

BLASTX 

gl685005 

390 

8.0e-38 

132 

56 

(U32644) immediate-early salicylate-induced 
glucosyltransferase [Nicotiana tabacum] 

28363 

173162JL.R1040 

jC-gmro02910009e07al 

BLASTX 

g4249419 

412 

4.0e-40 

240 

45 

(AC006072) hypothetical protein, 3' partial [Arabidopsis 
thaliana] 



Seq. No. 



28364 



4391 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173176_1.R1040 
eep700869562.hl 

28365 

173210_1.R1040 

g4313501 

BLASTX 

gl706189 

186 

2.0e-13 

111 

35 

LOW-AFFINITY CATIONIC AMINO ACID TRANS PORTER- 2 (CAT-2) 
{CAT2 ) (TEA PROTEIN) (T-CELL EARLY ACTIVATION PROTEIN) 
(20.5) >gi_627850_pir_A54011 CATl/ecoR protein - mouse 

>gi_293315 (L11600) cationic amino acid transporter-2 [Mus 

musculus] >gi_517493 (L29006) membrane protein [Mus 

musculus] 

28366 

173216_1.R1040 
jC-gmro02910052h01al 

28367 

173220_1.R1040 

jC-gmst02400056h01dl 

BLASTX 

g3281867 

183 

2.0e-13 

42 

79 

(AL031004) putative protein [Arabidopsis thaliana] 
28368 

173220_2.R1040 

eep700869660.hl 

BLASTX 

g3281867 

291 

1.0e-26 

85 

72 

(AL031004) putative protein [Arabidopsis thaliana] 
28369 

173243_1.R1040 

eep700869954.hl 

BLASTX 

gl084334 

367 

2.0e-35 

92 

78 

calcium-dependent protein kinase (EC 2.7.1.-) 1 - 
Arabidopsis thaliana >gi_604 880_dbj_BAA04829_ (D21805) 
calcium-dependent protein kinase [Arabidopsis thaliana] 



4392 



(I 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



28370 

173253JL.R1040 

eep700869735.hl 

BLASTX 

g4038043 

174 

2.0e-12 

100 

37 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 

28371 

173289_1.R1040 
eep700869833.hl 

28372 

173305_1.R1040 

jC-gmle0181004 9a03dl 

BLASTX 

g3176715 

240 

4.0e-20 

69 

65 

(AC002392) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

28373 

173308_1.R1040 

zsg701124666.hl 

BLASTX 

g3687223 

365 

7.0e-35 

89 

87 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
28374 

173326_1.R1040 

xzm700763704.hl 

BLASTX 

g4467124 

505 

2.0e-51 

116 

73 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
28375 

173342_1.R1040 

uC-gmropicl01b04bl 

BLASTX 

g2388577 

303 



4393 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-28 

92 

62 

(AC000098) Similar to Arabidopsis putative ion-channel 
PID:g2262157 (gb_AC002329) . [Arabidopsis thaliana] 

28376 

173380_1.R1040 
jex700908292.hl 

28377 

173381_1.R1040 

eep700869975.hl 

BLASTX 

g3004552 

358 

5.0e-34 

127 

57 

(AC003673) unknown protein [Arabidopsis thaliana] 
28378 

173430_1.R1040 
hrw701058040.hl 

28379 

173436J..R1040 

jC-gmst02400055d05al 

BLASTX 

gl850546 

206 

2.0e-16 

83 

57 

(U88045) syntaxin related protein AtVam3p [Arabidopsis 
thaliana] 

28380 

173438JL.R1040 
uC-gmropicl01b08bl 

28381 

173458JL.R1040 
eep700870137.hl 

28382 

173466_1.R1040 

fua701036904.hl 

BLASTX 

g3128187 

166 

8.0e~12 

53 

58 

(AC004521) putative beta-glucosidase [Arabidopsis thaliana] 



Seq. No. 



28383 



4394 



# 



Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



173499_1.R1040 
eep700870218.hl 

28384 

173500JL.R1040 
uC-gmropic016e02bl 

28385 

173526_1.R1040 

eep700870276.hl 

BLASTX 

g4490316 

243 

4.0e-21 

65 

71 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
28386 

173527_1.R1040 
zhf700958181.hl 

28387 

173533_1.R1040 

jC-gmro02910027hl2al 

BLASTX 

g3885334 

430 

1.0e-42 

110 

69 

(AC005623) putative argonaute protein [Arabidopsis 
thaliana] 

28388 

173536JL.R1040 

eep700870290.hl 

BLASTX 

g2244814 

378 

2.0e-36 

115 

62 

(Z97336) protein kinase [Arabidopsis thaliana] 
28389 

173555^1. R1040 

jC-gmle01810034b08a2 

BLASTX 

g2143290 

202 

2.0e-15 

162 

33 

(Z95972) hypothetical protein Rv0669c [Mycobacterium 
tuberculosis] 



4395 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28390 

173557_1.R1040 
g4260250 

28391 

173593_1.R1040 
eep700870382.hl 

28392 

173615JLR1040 
eep700870429.hl 

28393 

173622JL.R1040 

eep700870441.hl 

BLASTX 

gll2947 

258 

2.0e-22 

102 

43 

AAC-RICH MRNA CLONE AAC3 PROTEIN >gi_84121_pir S05357 

hypothetical protein (clone AAC3) - slime mold 
(Dictyostelium discoideum) (fragment) 

>giJ7176_emb_CAA34531_ (X16524) coding region (AA 1 - 437) 
[Dictyostelium discoideum] 

28394 

173632JL.R1040 

gsv701050008.hl 

BLASTX 

g2262177 

530 

3.0e-54 

138 

70 

(AC002329) hypothetical protein similar to T18A10.3 
[Arabidopsis thaliana] 

28395 

173661_1.R1040 
zlv700807517.hl 

28396 

173705__1.R1040 
uC-gmropic042a04bl 

28397 

173728JL.R1040 

zlv700807612.hl 

BLASTX 

g3402758 

428 

2.0e-45 

152 

62 

(AL031187) serine/threonine kinase - like protein 



4396 



9 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
28398 

173787J..R1040 

gsf700698326.hl 

BLASTX 

g3785989 

195 

3.0e-15 

107 

48 

(AC005560) unknown protein [Arabidopsis thaliana] 
28399 

173806_1.R1040 
gsf700698355.hl 

28400 

173821JL.R1040 
xpa700795033.hl 

28401 

173822__1.R1040 

jC-gmro02910016g07dl 

BLASTX 

g2262100 

314 

8.0e-29 

71 

75 

(AC002343) unknown protein [Arabidopsis thaliana] 
28402 

173829_1.R1040 

dpv701102034.hl 

BLASTX 

g2129635 

411 

5.0e-40 

188 

50 

light repressible receptor protein kinase - Arabidopsis 
thaliana >gi_1321686_emb_CAA66376_ (X97774) light 
repressible receptor protein kinase [Arabidopsis thaliana] 

28403 

173864JL.R1040 

fC-gmro700698445al 

BLASTX 

g2224911 

225 

3.0e-18 

145 
39 

(U93048) somatic embryogenesis receptor-like kinase [Daucus 
carota] 



4397 



It 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



[Solanum tuberosum] 



28404 

173878_1.R1040 
gsf700698471.hl 

28405 

173897_1.R1040 

leu701150681.hl 

BLASTX 

g3947733 

168 

3.0e-14 

93 
47 

(AJ009719) NL25 
28406 

173905JL.R1040 
zsg701124722.hl 



28407 

173912_1.R1040 

uC-gmflminsoy061a05bl 

BLASTN 

g4159706 

37 

4.0e-ll 

192 

85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MGL6, complete sequence [Arabidopsis thaliana] 

28408 

174024_1.R1040 
zhf700952960.hl 

28409 

174026_1.R1040 

uC- gmr omins oy 1 9 8 f 0 lb 1 

BLASTN 

gl370171 

131 

2.0e-67 

259 
88 

L.japonicus mRNA for small GTP-binding protein, RAB1X 
28410 

174088_1.R1040 
xpa700792630.hl 

28411 

174089_1.R1040 

bth700844710.hl 

BLASTX 

g3164222 

288 

9.0e-26 



4398 





on 


% identity 


61 


NCBI Description 


(AB008518) RMA1 [Arabidopsis thaliana] >gi 4206205 




(AF071527) RMA1 RING zinc finger protein [Arabidopsis 




tnaiiana J 


Seq. No. 


28412 


Contig ID 


174089 3.R1040 


5 T -most EST 


xpa700792631.hl 


Seq. No. 


28413 


Contig ID 


174096 1.R1040 


5 '-most EST 


uC-gmflminsoy097f 12bl 


Method 


BLASTX 


NCBI GI 


g2909781 


BLAST score 


234 


E value 


i . ue— jo 


Match length 


118 


% identity 


71 


NCBI Description 


(AF020288) MgATP-energized glutathione S-conjugate pump 




[Arabidopsis thaliana] 


Seq. No. 


28414 


Contig ID 


174107 1.R1040 


5 '-most EST 


g5606668 


Method 


BLASTX 


NCBI GI 


g2505877 


DiiAoi score 




E value 


8.0e-30 


Match length 


195 


% identity 


42 


NCBI Description 


(Y12776) dehydrogenase [Arabidopsis thaliana] 


Seq. No. 


28415 


Contig ID 


174146_1.R1040 


3 —mosT. lijoi 


xpa / uu/y/z44. nl 


Seq. No. 


28416 


Contig ID 


174147_1.R1040 


o -most: bbi 


xpa7007 92742 .hi 


Seq. No. 


28417 


Contig ID 


174192 1.R1040 


5' -most EST 


jC-gmro02 91004 9a02al 


Seq. No. 


28418 


Contig ID 


174194 1.R1040 


5 T -most EST 


jC-gmle01810094g03al 


Method 


BLASTX 


NCBI GI 


g4092774 


BLAST score 


268 


E value 


2.0e-23 


Match length 


134 


% identity 


43 


NCBI Description 


(AF105140) disease resistance gene homolog 9N [Brassica 




napus ] 




4399 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28419 

174205_1.R1040 

xpa700792836.hl 

BLASTX 

g3461831 

244 

9.0e-21 

61 

75 

(AC004138) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28420 

174217_1.R1040 

bth700846982.hl 

BLASTX 

g2894603 

339 

9.0e-32 

103 

41 

(AL021889) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



28421 

174223_1.R1040 
xpa700792871.hl 



Seq. No. 
Contig ID 
5' -most EST 



28422 

174225JL. R1040 
uC-gmronoir012d05bl 



Seq. No. 
Contig ID 
5' -most EST 



28423 

174232_1.R1040 
dpv701101304.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28424 

174241_1.R1040 

xpa700792912.hl 

BLASTN 

g516102 

361 

0.0e+00 
4 92 
96 

Soybean phyto chrome B 



(phyB) gene exons 1-5, complete cds 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28425 

174243_1.R1040 

pxt700945748*hl 

BLASTN 

g3510247 

39 

1.0e-12 

71 

89 

Arabidopsis thaliana chromosome II BAC F19D11 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



4400 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



28426 

174246JL.R1040 
xpa700792922.hl 

28427 

174252J..R1040 
xpa700792933.hl 

28428 

174266J..R1040 
sat701005932.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28429 

174295JL.R1040 
uC-gmf Iminsoy020c0 9b 1 

28430 

174299_1.R1040 

sat701013788.hl 

BLASTX 

g3646451 

154 

4.0e-10 

130 
36 

(AL031603) mRNA cap methyltransf erase [Schizosaccharomyces 
pombe] 

28431 

174302_1.R1040 
xpa700793016.hl 

28432 

174337JL.R1040 

sat701009233,hl 

BLASTX 

g3822036 

354 

4.0e-33 

191 

42 

(AF072326) endo-1, 3-1, 4-beta- 



D-glucanase [Zea mays] 



Seq. No. 
Contig ID 



28433 

174356J..R1040 

xpa700793402.hl 

BLASTN 

g3063438 

71 

6.0e-32 

183 

85 

Complete sequence of Arabidopsis F22013, 
[Arabidopsis thaliana] 

28434 

174384 1.R1040 



complete sequence 



4401 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kll701212438.hl 

BLASTX 

g3075397 

169 

1.0e-ll 

133 
34 

(AC004484) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



28435 

174390JL.R1040 
hrw701063062.hl 



Seq. No. 
Contig ID 
5' -most EST 



28436 

174403JL.R1040 
xpa700793202.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28437 

174423JL.R1040 

xpa700793236.hl 

BLASTX 

g2511715 

682 

6.0e-72 

175 

74 

(AF019380) putative phosphatidylinositol-4 -phosphate 
5-kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



28438 

174436JL.R1040 
xpa700793265.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28439 

174452JL.R1040 

xpa700793295.hl 

BLASTX 

g4097522 

317 

5.0e-29 

131 

51 

(U63534) cinnamyl alcohol dehydrogenase [Fragaria x 
ananas sa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28440 

174452^2. R1040 

jC-gmfl02220091allal 

BLASTX 

g4097522 

204 

5.0e-16 

68 

62 

(U63534) cinnamyl alcohol dehydrogenase 
ananassa] 



[Fragaria x 



4402 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



28441 

174467_1.R1040 
jC-gmst02400011f04al 

28442 

174470_1.R1040 

jC-gmle0181008 6a06al 

BLASTX 

g2598573 

161 

8.0e-ll 

89 

43 

(Y15292) MtN26 [Medicago truncatula] 
28443 

174474_1.R1040 
leu701148768.hl 

28444 

174490JL.R1040 
xpa700794557.hl 

28445 

174499_1.R1040 
uC-gmropic019g08bl 

28446 

174501JL.R1040 

jC-gmle01810087a06al 

BLASTX 

g2208988 

392 

6.0e-38 

91 

75 

(Y10117) signal recognition particle subunit 9 [Zea mays] 
28447 

174582JL.R1040 
xpa700793537.hl 

28448 

174593JL.R1040 
xpa700793551.hl 

28449 

174641_1-R1040 
xpa700793647.hl 

28450 

174654_1.R1040 
pmv700892326.hl 

28451 

174654_2.R1040 
uC-gmflminsoy062e06bl 



4403 



€1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28452 

174688_1.R1040 

xpa700793734.hl 

BLASTX 

g3869278 

226 

2.0e-18 

89 

52 

(AF058285) nicotinamidase/pyrazinamidase [Mycobacterium 
smegmatis] 



Seq. No. 
Contig ID 
5' -most EST 



28453 

174723_1.R1040 
kll701205451.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28454 

174758_1.R1040 

g4313318 

BLASTX 

g2443329 

580 

8.0e-60 

221 

55 

(D86122) Mei2-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



28455 

174771JL.R1040 
asn701136955.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28456 

174786_1.R1040 

xpa700793966.hl 

BLASTX 

gl724100 

175 

6.0e-13 

76 
43 

(U79765) porin [Mesembryanthemum crystallinum] 



Seq. No. 
Contig ID 
5' -most EST 



28457 

174845JL.R1040 
dpv701097293.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28458 

174873_1.R1040 
xpa700794112.hl 



Seq. No. 
Contig ID 
5 f -most EST 



28459 

174896_1.R1040 
xpa700794163.hl 



Seq. No. 
Contig ID 



28460 

174913 1.R1040 



4404 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



xpa700794190.hl 

BLASTX 

g3288817 

142 

9.0e-09 

82 

35 

(AF058922) GLE1 [Homo sapiens] 

>gi_4557627_ref_NP_001490.1_pGLElL_ GLEl-like, RNA export 
mediator 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28461 

174932_1.R1040 

xpa700794222.hl 

BLASTX 

g4454468 

279 

4.0e-25 

84 

58 

(AC006234) putative NADH dehydrogenase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28462 

174937_1.R1040 

xpa700794227.hl 

BLASTX 

g3885339 

157 

1.0e-10 

44 

75 

(AC005623) putative bzip protein [Arabidopsis thaliana] 
28463 

174964_1.R1040 

jC-gmle01810085e08al 

BLASTX 

g4432867 

166 

2.0e-ll 

41 

66 

(AC006300) putative dnaJ-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



28464 

174981_1.R1040 
zhf700962440.hl 



Seq. No. 
Contig ID 
5' -most EST 



28465 

174993_1.R1040 
crh700850729.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28466 

174998_1.R1040 
xpa700794641.hl 



4405 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28467 

175057_1.R1040 
xpa700794496.hl 

28468 

175077_1.R1040 
dpv701099318.hl 
BLASTX 
g2130024 - 
332 

5.0e-31 

111 

58 

DNA-binding protein ABF2 - wild oat 

>gi_1159879_emb_CAA88331_ (Z48431) DNA-binding protein 
[Avena fatua] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28469 

175084_1.R1040 
bth700847836.hl 

28470 

175086_1.R1040 
xpa700794548.hl 

28471 

175093JL.R1040 
crh700854472.hl 

28472 

175100_1.R1040 
dpv701103314.hl 

28473 

175108_1.R1040 

hrw701059917.hl 

BLASTX 

g2134385 

638 

1.0e-66 

170 

69 

protein kinase - 
[Gallus gallus] 



chicken >gi_571460 (U16656) protein kinase 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28474 

175127_1.R1040 

xpa700794634.hl 

BLASTX 

g2570342 

355 

4.0e-34 

91 

69 

(U90929) glyoxalase II cytoplasmic isozyme [Arabidopsis 
thaliana] 



4406 



# 



Seq. No* 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



28475 

175129_1.R1040 
uC-gmropic098al0bl 

28476 

175140_1.R1040 

fde700873132.hl 

BLASTX 

g3068717 

424 

5.0e-42 

98 

79 

(AF049236) unknown [Arabidopsis thaliana] 
28477 

175147JL.R1040 

jC-gmst02400030h07al 

BLASTX 

g!669591 

520 

1.0e-52 

155 

63 

(D88742) O-methyltransferase [Glycyrrhiza echinata] 
28478 

175151JL.R1040 
zzp700831230.hl 

28479 

175199_1.R1040 

xpa700794766.hl 

BLASTX 

gl388078 

191 

9.0e-15 

62 

52 

(U35826) thioredoxin h [Arabidopsis thaliana] 



28480 

175230_1.R1040 

xpa700794824.hl 

BLASTX 

g2961348 

271 

3.0e-24 

83 

57 

(AL022140) putative protein 
28481 

175270JL. R1040 
xpa700795083.hl 



[Arabidopsis thaliana] 



4407 



Seq. No. 


28482 


Contig ID 


175271_1.R1040 


5' -most EST 


xpa700794883.nl 


Seq. No. 


28483 


Contig ID 


175334_1.R1040 


5' -most EST 


uC-gmrominsoyll0a04bl 


Seq. No. 


28484 


Contig ID 


175389 1.R1040 


5' -most EST 


jC-gmle01810087e06dl 


Seq. No. 


28485 


Contig ID 


175390 1.R1040 


5 '-most EST 


xpa700795801.hl 




BLASTX 


NCBI GI 


g3047116 


BLAST score 


453 


E value 


2.0e-45 


Match length 


93 


% identity 


92 


NCBI Description 


(AF058 919) No definition line found [Arabidopsis thaliana 


Seq. No. 


28486 


Contig ID 


175444JL.R1040 


5' -most EST 


bth700845016.hl 


kj C • i-M W » 


28487 


Contig ID 


175465 1.R1040 


5' -most EST 


jC-gmf 102220 127d05dl 


Qpri No 


28488 


Contig ID 


175465 2.R1040 


5 1 -most EST 


xpa700795266.hl 


Seq. No. 


28489 


Contig ID 


175483 1.R1040 


5' -most EST 


uC-gmflminsoy04 9d09bl 


Mf s 1~hori 


BLASTX 


NCBI GI 


g2443880 


BLAST score 


159 


E value 


1.0e-10 


Ms1~r , h lpncrth 


44 


?; "i ripnt it v 


68 


NCBI Description 


(AC002294) Hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


28490 


Contia ID 


175509 1.R1040 


5' -most EST 


rlr700898432.hl 


Method 


BLASTX 


NCBI GI 


g4432839 


BLAST score 


357 


E value 


5.0e-34 


Match length 


130 


% identity 


58 


NCBI Description 


(AC006283) unknown protein [Arabidopsis thaliana] 



4408 



Qprr No 

k*J \A • \y » 


28491 


Contia ID 


175586 1.R1040 


5' -most EST 


uC-gmropic099e01bl 




BLASTN 


NCBI GI 


g347452 


BLAST score 


60 


E value 


6.0e-25 


Match length 


300 


% identity 


20 


NCBI Description 


Soybean hydroxyproline-rich glycoprotein (sbHRGP3) mRNA 




partial cds 


Seq. No. 


28492 


Contig ID 


175687 1.R1040 


5' -most EST 


xpa700795752.hl 


Qpfr Kin 


28493 


Contig ID 


175690 1.R1040 


V-mo^t EST 


zsg701120031.hl 


O ^ • IN • 


28494 


Ponticr ID 


175711 1.R1040 


5 1 -most EST 


jC-gmfl02220104gl2dl 






NCBI GI 


g393707 


BLAST score 


205 


T T73 1 no 

Hj vdl Lit; 


3 Oe-16 


M^trh 1 pnerth 


42 


% identity 


93 


NCBI Description 


(X67696) acetyl-CoA acyltransf erase [Cucumis sativus] 




28495 


Print - 1 rr Tn 


175757 1 R1040 




sma70fiT95893 hi 


cjprf Klri 

O fc5 • LN (J • 


28496 


Pont" in TT) 


175763 1.R1040 


5 * -most EST 


xpa700795943.hl 




RT.ASTX 


NCBI GI 


g3688173 


BLAST score 


409 


111 V CL-L UlW 


4 ,0e-40 


Mat*ph 1 pnerth 


123 


% identity 


64 


NCBI Description 


(AL031804) putative protein [Arabidopsis thaliana] 




28497 


Contig ID 


175764 1.R1040 


5 T -most EST 


k!1701205492.hl 


Sea No 


28498 


Contig ID 


175779 1.R1040 


5' -most EST 


jC-gmst02400028d08al 


Seq. No. 


28499 


Contig ID 


175805JL.R1040 


5' -most EST 


uC-gmronoir073g02bl 



4409 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28500 

175813_1.R1040 

xpa700796037.hl 

BLASTX 

g3850584 

278 

7.0e-25 

79 
71 

(AC005278) ESTs gb_H37641 and gb_AA651422 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



28501 

175818JL.R1040 
bth700843582.hl 



Seq. No. 
Contig ID 
5' -most EST 



28502 

175830_1.R1040 
uC-gmrominsoyl45g03bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28503 

175881_1.R1040 

rca701002319.hl 

BLASTX 

g4249384 

330 

1.0e-30 

124 

54 

(AC005966) Similar to gi_4056506 F3G5.25 nodulin-like 
protein from Arabidopsis thaliana BAC gb_AC005896. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



28504 

175896JL.R1040 
xpa700796213.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28505 

175903_1.R1040 

epx701104094.hl 

BLAST N 

gl628472 

190 

1.0e-103 

258 
93 

Soybean mosiac virus mRNA for Nib and coat protein 



Seq. No. 
Contig ID 
5 '-most EST 



28506 

175907_1.R1040 
uC-gmropic021c01bl 



Seq. No. 
Contig ID 
5 '-most EST 



28507 

175907_2.R1040 
bth700847615.hl 



4410 



o 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28508 

175924_1.R1040 
uC-gmropic031fl0bl 

28509 

175942_1.R1040 

xpa700796325.hl 

BLASTX 

g4467148 

237 

5.0e-20 

112 

53 

(AL035540) putative protein [Arabidopsis thaliana] 
28510 

175947JL.R1040 

uC-gmflminsoy059f llbl 

BLASTX 

g3319682 

625 

2.0e-65 

147 

23 

(Y17720) SPINDLY protein [Petunia x hybrida] 
28511 

175951_1.R1040 

sat701008991.hl 

BLASTN 

g2246441 

97 

2.0e-47 

221 

86 

Pisum sativum farnesyltransf erase alpha subunit mRNA, 
complete cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



28512 

175974_1.R1040 

xpa700796432.hl 

BLASTX 

g3063445 

308 

5.0e-28 

174 

5 

(AC003981) F22013.7 



[Arabidopsis thaliana] 



28513 

175980JL.R1040 
uC-gmf Iminsoy031g08bl 

28514 

175983_1.R1040 
xpa700796455.hl 



4411 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28515 

175989JL.R1040 

xpa700796471.hl 

BLASTX 

g2288887 

257 

1.0e-22 

74 

66 

(Y14325) mevalonate diphosphate decarboxylase [Arabidopsis 
thaliana] >gi_3250736_emb_CAA7 6803_ (Y17593) mevalonate 
diphosphate decarboxylase [Arabidopsis thaliana] 
>gi_3786002 (AC005499) mevalonate diphosphate decarboxylase 

[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



28516 

176000_1.R1G40 
xpa700796504.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28517 

176040_1.R1040 

xpa700796593.hl 

BLASTX 

gl928886 

233 

1.0e-19 

76 

58 

(U92010) lin-10 



protein homolog [Rattus norvegicus] 



Seq. No. 
Contig ID 
5' -most EST 



28518 

176060_1.R1040 
xpa700796633.hl 



Seq. No. 
Contig ID 
5' -most EST 



28519 

176085_1.R1040 
jC-gmle01810018a06a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28520 

176100_1.R1040 

uC-gmronoir 0 0 6dl2bl 

BLASTX 

gl498731 

527 

2.0e-53 

155 

61 

{U64806) pathogenesis-related protein PR1 [Brassica napus] 



Seq. No. 
Contig ID 
5 '-most EST 



28521 

176115J..R1040 
gsv701047079.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



28522 

176127_1.R1040 

g5677573 

BLASTX 



4412 



NCBI GI 

J-l v^* XJ _L \J X. 


a3242708 


BLAST score 


404 


E value 


3.0e-39 


M^"f~on 1 prirfth 

1 iCl L- 1 ICll^j Lil 


196 




45 


\TPRT Hocrri n1""i on 


(ACOO^fMOl outative serine /threonine Drotein kinase 




f Ar^hi (irin^i ^ thalianal 

|_ XxX. CLi>/-L. U>J k»* O -X> J UlluXXUllu J 


O O ^ • LN C * 


28523 


font- -i rr ID 


176133 1 R1040 


5 ' -most EST 

»J ILL WO 1— i_J U X 


XDa700797096.hl 




RT.ASTX 


LNL/Dl OX 


rr^82?22^ 


BLAST score 


543 


E value 


1.0e-55 


Mair'h 1 pnrrth 

LluLUll -X- v^J X ±y Ivll 


141 


Sr i H tan "hi t" \/ 


69 


NCBI Description 


(AF077955) branched-chain alpha keto-acid dehydrogenas 




alpha subunit [Arabidopsis thaliana] 




28524 


1 — l y ±Lf 


1 761 58 1 R1040 

x / ul JU X* £\X Ul w 


J ILLVJoL IjuI 


xna 70(17 968 94 hi 






Port-h ■? rr TD 

uuiiLxy iu 


1 761 66 1 R1 D40 




rT4^D68TTn 


Mot" n aH 


DXUlu X /\ 


NCBI GI 


g3258575 


BLAST score 


672 








279 


% identity 


54 


NCBI Description 


(U89959) Hypothetical protein [Arabidopsis thaliana] 




28526 


Pont in TV) 


176215 1 R1040 


R » -mn^t F9T 


11P- rrmTOTTi i ticjovI 65cr09bl 


O tSt-j, • ViKJ • 


28527 


k^uiiLxy xu 


1762^1 1 R104D 


•w? lLL^/d L. Ill O X 


xr>a700T97085 hi 


Mot" hnH 


Dxiflu X z\ 


NCBI GI 


g4006896 


BLAST score 


178 


J_i v cix uc 


8 Oe-13 


Ma'HoVi 1 OTirT+"n 
LUCtLl^xi XCLiy Uli 


1 "31 

x 0 X 


^ XUCilLX Ly 


37 


x\^_.DX JJcbOxxpLUJIl 


^7QQ7^S^ QPARFPROW— 1 n Vp nrntpin rArahi Hnn^i <=5 thalianal 


C /^s rr KT/^i 

oeq > iNO ■ 


2fi^2ft 


L.Onl,ly ±U 


1 7£9R7 1 pi n^n 


5' -most EST 


zsg70lTl7806.h2 


Method 


BLASTX 


NCBI GI 


g434759 


BLAST score 


1130 


E value 


1.0e-124 



4413 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



266 
78 

(D21163) similar to human elongation factor 2 mRNA (HSEF2) 
[Homo sapiens] 

28529 

176298JL.R1040 

xpa700797257.hl 

BLASTX 

g2104536 

464 

1.0e-46 

124 
65 

(AF001308) predicted glycosyl transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



28530 

176299JL.R1040 

zzp700834854.hl 

BLASTX 

g2789660 

337 

6.0e-40 

107 

79 

(AF040102) p!05 



[Arabidopsis thaliana] 



28531 

176380JL.R1040 
uC-gmflminsoy002a07bl 

28532 

176408_1.R1040 

fua701037928.hl 

BLASTX 

g4158219 

687 

3.0e-98 

271 

65 

(Y18623) amylogenin [Oryza sativa] 
28533 

176427_1.R1040 
sat701014313.hl 

28534 

176432JL.R1040 
gsv701050659.hl 

28535 

176512_1.R1040 

uC-gmrominsoy027allbl 

BLASTX 

g2346966 

158 



4414 



E value 2.0e-10 
Match length 47 
% identity 68 

NCBI Description (AB004871) CPC [Arabidopsis thaliana] 

>gi_4559383_gb_AAD23043.1_AC006526_8 (AC006526) putative 
DNA binding protein CPC [Arabidopsis thaliana] 



Seq. No. 28536 

Contig ID 176528_1 .R1040 

5 1 -most EST jC-gmst02400004cl2dl 



Seq. No. 28537 

Contig ID 176570J..R1040 

5 T -most EST xpa700797851 .hi 

Method BLASTX 

NCBI GI g3033391 

BLAST score 284 

E value 7.0e-26 

Match length 78 

% identity 72 

NCBI Description (AC004238) putative 
thaliana] 



amino acid transporter [Arabidopsis 



Seq. No. 28538 

Contig ID 176584JL .R1040 

5 '-most EST dpv701097015 .hi 

Method BLASTX 

NCBI GI g3941524 

BLAST score 299 

E value 2.0e-27 

Match length 68 

% identity 7 6 

NCBI Description (AF062916) putative transcription factor [Aral 
thaliana] 



Seq. No. 28539 

Contig ID 176611JL.R1040 

5' -most EST xpa700797933 . hi 



Seq. No. 28540 

Contig ID 176614JL . R1040 

5 '-most EST xpa700797938 .hi 

Method BLASTX 

NCBI GI g2894600 

BLAST score 162 

E value 3.0e-ll 

Match length 81 

% identity 36 t 
NCBI Description (AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 28541 

Contig ID 176739JL.R1040 

5' -most EST uC-gmronoir062h08bl 

Seq. No. 28542 

Contig -ID 176784JL.R1040 

5' -most EST xpa700798275.hl 



4415 



# 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



28543 

176809_1.R1040 
uC-gmf Iminsoyl09g06bl 

28544 

176813JL.R1040 

rca700995923.hl 

BLASTX 

g3549665 

522 

2.0e-53 

122 
75 

(AL031394) hypothetical protein [Arabidopsis thaliana] 
28545 

176834_1.R1040 
rca700995956.hl 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28546 

176835_1.R1040 

zhf 700960168. hi 

BLASTX 

g2088650 

238 

5.0e-20 

78 

60 

(AF002109) peroxisomal ATP/ADP carrier protein isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



28547 

176845JL.R1040 
rca700995973.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



28548 

176861_1.R1040 

rca70099&463.hl 

BLASTX 

g4206195 

539 

2.0e-55 

118 

83 

(AF071527) hypothetical protein [Arabidopsis thaliana] 
>gi_4262169_gb_AAD14469_ (AC005275) hypothetical protein 
[Arabidopsis thaliana] 

28549 

176867JL.R1040 

rca700996004.hl 

BLASTX 

g3402705 

362 

2.0e-34 
118 



4416 



% identity 


61 


MPRT Dp qpri nt i on 


(AC004261) hypothetical protein 




28550 


font* i rr TD 


176869 1.R1040 


5' -most EST 


gsv701045327.hl 


Method 


BLASTX 


NCBI GI 


g3582340 


BLAST score 


240 


E value 


3,0e-20 


Match lencrth 


81 


S: lHpTTi~"i'l~\7 


60 


NP*RT Hta epri nt" i nn 


fArflOR4 96} unknown orotein TArab 




28551 




176879 1 R1040 


5 '-most EST 


rca700996463.hl 


Mpt hod 


BLASTX 


NPRT Gl 


g4530327 


BLAST score 


418 


E value 


2.0e-41 


Mai~ph 1 pncrth 


95 




84 


NPRT npQpri Dt"i on 


(AF1104 94) mitochondrial precurs 




i~onn*70 rNpnTo^nnra crassal 

L. WILL I \J ^LiCUlUJUvlU vi-uOtJUJ 


oeq ■ in o . 






176R9? 1 R1040 


S 1 -most EST 


uC— gmrominsoy043g04bl 


Mpthoci 


BLASTX 


NCBI GI 


g4335735 


BLAST score 


435 


Hi V CL J_ U. Ci 


7 Oe-60 

r * v/ vy v/ 


Lid L. Oil XCliy Lil 


228 


&■ t riant" n "i~^7 


Rft 




(AP00fi?48} hvnothpt iral orotein 




28553 




176913 1 R1040 


5 '-most EST 


rca700996067.hl 


Method 


BLASTX 




a2760832 


BLAST score 


322 


E value 


8.0e-30 


M^1~ph 1 pnnth 


118 


9: "1 H^Tlt* 1 +" \7 


59 


NCBI Description 


(AC003105) similar to barley ids 




[Arabidopsis thaliana] 


cjcirr No 

fcj ^ VJ * LM*J * 


28554 


Contig ID 


176953 1.R1040 


5' -most EST 


kll701204366.h2 


Seq. No. 


28555 


Contig ID 


176960 1.R1040 


5 '-most EST 


zzp700830482.hl 



-4 gene product 



4417 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



28556 

176974_1.R1040 

rca700996145.hl 

BLASTX 

g2226378 

168 

4.0e-12 

58 

48 

(AF006493) ACBP/ECHM [Cyprinus carpio] 
28557 

176977_1.R1040 

rca700996150.hl 

BLASTX 

g2827649 

217 

1.0e-17 

74 

58 

(AL021637) putative protein [Arabidopsis thaliana] 
28558 

176988JL.R1040 
jex700906126.hl 

28559 

177021JL.R1040 
rca700996209.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



28560 

177071_1.R1040 

zsg701129370.hl 

BLASTX 

g543063 

197 

2.0e-15 

88 
44 

zinc-finger protein, BR140 - human 



28561 

177074_1.R1040 

rca700996279.hl 

BLASTX 

gl208497 

150 

1.0e-09 

132 

36 

(D38125) ERE BP- 4 



[Nicotiana tabacum] 



28562 

177093JL.R1040 
rca700996307.hl 



Seq. No. 



28563 



4418 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



177100_1.R1040 
rca700996315.hl 

28564 

177114_1.R1040 

rca700996332.hl 

BLASTX 

g4580521 

309 

6.0e-28 

100 
65 

(AF036304) scarecrow-like 7 



[Arabidopsis thaliana] 



28565 

177120JL.R1040 

rca700996340.hl 

BLASTX 

g2244865 

562 

3.0e-59 

199 

63 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
28566 

177128J..R1040 

rca700996355.hl 

BLASTX 

g4510421 

569 

2.0e-58 

314 

46 

(AC006929) unknown protein [Arabidopsis thaliana] 
28567 

177146JL.R1040 
leu701156337.hl 

28568 

177150JL.R1040 
rca700996388.hl 

28569 

177170_1.R1040 

uC-gmrominsoyO 61dl2bl 

BLASTX 

g4557060 

471 

3.0e-47 

182 

53 

(AC007154) putative chromosome-associated polypeptide, 5 1 
partial [Arabidopsis thaliana] 



Seq. No. 



28570 



4419 



# 



Contia ID 


177201 1.R1040 


5 T -most EST 


uC-gmronoir048bl2bl 


Method 


BLASTX 


NCBI GI 


g2829888 


BLAST score 


418 


E value 


5. Oe-41 


Match length 


162 


o x<ui^ii j_ i— y 


56 


NCRT np^pTrintion 


(AC002396) Hvoothetical i 


kJ w • JLiI \J « 


28571 


Pont "i a TD 


177221 1 R1040 


5 '-most EST 


rca700996515.hl 




BLASTX 


NCBI GI 


gl363051 


BLAST score 


210 


E value 


5.0e-17 


Match length 


85 


% identity 


47 


NCRT Dpqprintion 

L\ \s LJ -L L/ \^ O X. J-p. ^ _i_ \»/ 1 1 


PS8 rirotein — bovine >cri 




TBos taurus 1 




28572 




177227 1 R1040 


5 1 -most EST 


fua701042066.hl 


Mpt" Vi nH 


BLASTX 


NCBI GI 


g3334665 


BLAST score 


355 


TT va 1 IIP 


5 Oe-38 


Ms t ph 1 print h 


143 


?; i Hpni" i +■ v 

O XVJiCllL-X L y 


58 




fYl 04Q^M nntat" \ vp rvtorh 




O w» / J 




1 779 1 Rl 040 


5 T -most EST 


uC- gmr op i c 0 6 2 f 0 9b 1 


Mpfhod 


BLASTX 


NCBI GI 


g3831457 


BLAST score 


548 


E value 


6.0e-56 


Match length 


201 


% identity 


52 


NCBI Description 


(AC005700) putative ion 




thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28574 

1773Q9JL.R1040 

jC-gmro02910074f01al 

BLASTX 

g3341680 

231 

6.0e-19 

144 

39 

(AC003672) unknown protein [Arabidopsis thaliana] 



Seq. No. 



28575 



4420 



II 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



177315_1 

g4396419 

BLASTX 

g2352084 

300 

4.0e-27 

72 
82 

(U96613) 



.R1040 



serine/threonine kinase [Arabidopsis thaliana] 



28576 

177323JL.R1040 

crh700850145.hl 

BLASTX 

g3402684 

241 

9.0e-21 

65 

69 

(AC004 697) hypothetical protein [Arabidopsis thaliana] 
28577 

177327_1.R1040 
leu701149343.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 f -most EST 



28578 

177328_1.R1040 
jC-gmro02 910056d05al 

28579 

177339_1.R1040 
rca701002590.hl 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



28580 

177341_1. 

g4397491 

BLASTX 

g2245100 

189 

5.0e-14 

152 

39 

(Z97343) 



R1040 



DNA-binding protein homolog [Arabidopsis thaliana] 



28581 

177354_1.R1040 
zhf700960441.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



28582 

177381_1. 

g5509673 

BLASTX 

g2829865 

158 

2.0e-10 

79 

47 



R1040 



4421 



NCBI Description 



(AC002396) N-terminal region similar to DNA-J proteins 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



28583 

177399_1.R1040 
rca700996938.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28584 

177434_1.R1040 
rca700996985.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



28585 

177482_2.R1040 

pxt700944584.hl 

BLASTX 

g3176715 

319 

7.0e-30 

81 

77 

(AC002392) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

28586 

177500_1.R1040 
rca701002187.hl 

28587 

177509_1.R1040 

kll701211222.hl 

BLASTX 

g4006868 

135 

6.0e-ll 

104 

39 

(Z99707) putative protein [Arabidopsis thaliana] 
28588 

177510_1.R1040 

zhf700958041.hl 

BLASTN 

gl853969 

303 

1.0e-169 

774 

86 

Vigna unguiculata mRNA for CPRD4 6 protein, complete cds 
28589 

177557JL.R1040 
leu701155389.hl 



Seq. No. 
Contig ID 
5' -most EST 



28590 

177565_1.R1040 
rca700998043.hl 



4422 



Seq. No. 
Contig ID 
5 1 -most EST 



28591 

177566JL.R1040 
rca700997214.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



28592 

177570_1.R1040 

g5606878 

BLASTX 

g4468817 

241 

2.0e-20 

115 

45 

(AL035601) putative protein [Arabidopsis thaliana] 
28593 

177592_1.R1040 
jC-gmle018100 93c05al 

28594 

177598_1.R1040 

rca700997269.hl 

BLASTX 

gl929056 

219 

3.0e-18 

75 

59 

(Y12090) putative 3, 4-dihydroxy-2-butanone kinase 
[Lycopersicon esculentum] 

28595 

177607_1.R1040 
g5677865 

28596 

177623_1.R1040 

jC-gmro02910038a03al 

BLASTX 

g4314363 

376 

5.0e-36 

179 
42 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
28597 

177631_1.R1040 
uC-gmropic091e09bl 

28598 

177673_1.R1040 
jex700906354.hl 

28599 

177684_1.R1040 
rca700997413.hl 



4423 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28600 

177693_1.R1040 

rca700997422.hl 

BLASTX 

gl669341 

533 

3.0e-54 
193 

53 , . 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 

[Cucurbit a maxima] 



Seq. No. 
Contig ID 
5 T -most EST 



28601 

177709JL.R1040 
rca700997439.hl 



Seq. No. 
Contig ID 
5 T -most EST 



28602 

177728_1.R1040 
rca700997479.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28603 

177751JL.R1040 

rca701001310.hl 

BLASTX 

g4056502 

323 

3.0e-30 

97 

68 

(AC005896) 40S ribosomal protein S5 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



28604 

177757_1.R1040 
rca700997518.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28605 

177761_1.R1040 

rca700997522.hl 

BLASTX 

g3201627 

166 

1.0e-13 

80 

64 

(AC004669) putative 



SWH1 protein [Arabidopsis thaliana] 



28606 

177778_1.R1040 

rca701002305.hl 

BLASTX 

g3138972 

351 

1.0e-33 

90 

73 

(AF038505) dihydrolipoylacyltransf erase subumt of the 



4424 



Seq. No. 
Contig ID 
5' -most EST 



branched-chain alpha-keto acid dehydrogenase complex 
[Arabidopsis thaliana] 

28607 

177787JL.R1040 
rca700997717.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28608 

177809_1.R1040 

rca700997580.hl 

BLASTX 

g3600039 

619 

1.0e-64 

160 

69 

(AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 

28609 

177824_1.R1040 
gsv701044388.hl 

28610 

177883JL.R1040 

zhf700964771.hl 

BLASTX 

g3136056 

253 

2.0e-21 

238 
28 

(AL023592) RanBP7/importin-beta/Cselp superfamily protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



28611 

177884JL.R1040 
g4286329 

28612 

177928JL.R1040 
dpv701099792.hl 

28613 

177938_1.R1040 
leu701146354.hl 



Seq. No. 
Contig ID 
5' -most EST 



28614 

177941_1.R1040 
fde700876196.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



28615 

177960_1.R1040 
jC-gmfl02220125e08al 

28616 

177986 1.R1040 



4425 




5 ? -most EST 


jC-gmle01810088b05al 


Seq. No. 


28617 


Contig ID 


177995 1.R1040 


5 T -most EST 


rca700997975.hl 


Seq* No. 


28618 


Contig ID 


1 / oUOo 1 . K1U4U 


5 '-most EST 


rca /ooyy/yoy.ni 


Seq. No. 


28619 


Contig ID 


178064 1.R1040 


5 T -most EST 


epx 7 OlluoOJy. nl 


Method 


BLASTX 


NCBI GI 


g3059095 


BLAST score 


270 


E value 


y . ue-Z4 


Match length 


by 


% identity 


81 


NCBI Description 


(AJ001091) magnesium chelatase subunit [Glycine max] 


Seq. No. 


on /"OA 

28620 


Contig ID 


178083 1.R1040 


5' -most EST 


gsv701052083.hl 


Seq. No. 


28621 


Contig ID 


l78087_l.Rl040 


5' -most EST 


rca70099o0do . nl 


Method 


BLASTX 


NCBI GI 


g2935529 


BLAST score 


139 


E value 


n r\ — ft ft 

5 . Oe-09 


Match length 


31 


% identity 


77 


NCBI Description 


(AF049069) No definition line found [Pinus radiata] 


Seq. No. 


28622 


Contig ID 


I78ll3_l-Rl040 


5' -most EST 


T^1ftrt''10/~C l«. *1 

rca701002365 .hi 


Seq. No. 


28623 


Contig ID 


178121_1.R1040 


5 '-most EST 


rca/ 00 99b 192 .nl 


Method 


BLASTX 


NCBI GI 


gl Jolb4o 


BLAST score 


157 


E value 


8.0e-ll 


Match length 


78 


% identity 


40 


NCBI Description 


HYPOTHETICAL 43.0 KD PROTEIN C8A4.09C IN CHROMOSOME 



>gi_2130450_pir S62525 hypothetical protein SPAC8A4.09c - 

fission yeast (Schizosaccharomyces pombe) 
>gi_1052540__emb_CAA91519_ (Z66569) unknown 
[Schizosaccharomyces pombe] >gi_4456834_emb_CAB37424 . 1_ 
(AL032824) hypothetical protein [Schizosaccharomyces pombe] 

Seq. No. 28624 



4426 



® 



Contig ID 
5' -most EST 



178122JL.R1040 
rca700998093.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28625 

178122_2.R1040 
fde700871420.hl 

28626 

178150JL.R1040 

fde700874357.hl 

BLASTX 

g2500139 

597 

4.0e-62 

154 

71 

PEPTIDE CHAIN RELEASE FACTOR 1 (RF-1) 

>gi_1653916_dbj_BAA18826_ (D90917) peptide chain release 
factor [Synechocystis sp.] 



Seq. No. 


28627 


Contig ID 


178158 1.R1040 


5' -most EST 


rca700998149.hl 




BLASTX 


NCBI GI 


g4455359 


BLAST score 


171 


E value 


2.0e-12 




96 


% identity 


36 


NCBI Description 


(AL035524) putative 


Seq. No. 


28628 


Contig ID 


178196_1.R1040 


5' -most EST 


uC-gmronoir047c08bl 


Seq. No. 


28629 


Contig ID 


178216 1.R1040 


5 '-most EST 


g4283398 


Method 


BLASTX 


NCBI GI 


g4006878 


BLAST score 


255 


E value 


7.0e-22 


Match length 


123 


% identity 


48 


NCBI Description 


(Z99707) MAP3K-like 


Seq. No. 


28630 


Contig ID 


178242 1.R1040 


5' -most EST 


jC-gmro02910072f04a 


Seq. No. 


28631 


Contig ID 


178248 1.R1040 


5 '-most EST 


rca700998277.hl 


Seq. No. 


28632 


Contig ID 


178342 1.R1040 


5 '-most EST 


fua701037580.hl 



like protein kinase [Arabidopsis thaliana] 



4427 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2827552 

202 

2.0e-28 

76 

75 

(AL021635) predicted protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



28633 

178365J..R1040 
fC-gmse7006554 91d4 



Seq. No. 
Contig ID 
5 T -most EST 



28634 

178381_1.R1040 
rca700998483.hl 



Seq. No. 
Contig ID 
5' -most EST 



28635 

178425_1.R1040 
uC-gmrominsoyl39c02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28636 

178428_1.R1040 

asn701133668.h2 

BLASTX 

g3850588 

147 

4.0e-09 

315 

27 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



28637 

178465_1.R1040 
zhf700964765.hl 



Seq. No. 
Contig ID 
5' -most EST 



28638 

178470JL.R1040 
g5677023 



Seq. No. 
Contig ID 
5' -most EST 



28639 

178500_1.R1040 
uC-gmflminsoy022bllbl 



Seq. No. 

Contig ID 
5' -most EST 



28640 

178504JL.R1040 
jC-gmle01810067g05al 



Seq. No. 
Contig ID 
5' -most EST 



28641 

178525_1.R1040 
zhf700961951.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28642 

178532JL.R1040 
rca700998705.hl 



4428 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



BLASTX 

g4106683 

171 

5.0e-12 

111 

32 

(AL035065) 



hypothetical protein [Schizosaccharomyces pombe] 



28643 

178540_1.R1040 
jC-gmfl02220100b01al 



Seq. No. 28644 

Contig ID 178552JL . R1040 

5' -most EST jC-gmro02910037hl0al 



Seq. No. 28645 

Contig ID 178579_1 .R1040 

5 f -most EST zsg701117701 .h2 

Method BLASTX 

NCBI GI gl255448 

BLAST score 441 

E value 1.0e-43 

Match length 124 

% identity 69 

NCBI Description (D50468) mitogen-activated protein kinase [Arabidopsis 
thaliana] 

Seq. No. 28646 

Contig ID 178579_2 . R1040 

5' -most EST uC-gmrominsoyll7gllbl 

Method BLASTX 

NCBI GI gl255448 

BLAST score 158 

E value 1.0e-14 

Match length 83 

% identity 48 

NCBI Description (D504 68) mitogen-activated protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 



28647 

178592_1.R1040 

zhf700963061.hl 

BLASTX 

g3759184 

188 

2.0e-14 

66 

55 

(AB018441) phi-1 
28648 

178613_1.R1040 
rca700998818.hl 



[Nicotiana tabacum] 



Seq. No. 28649 

Contig ID 178646JL . R1040 



4429 



5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



rca700998922.hl 
28650 

178648_1.R1040 
kll701210150.hl 

28651 

178688JL.R1040 
rca700998964.hl 

28652 

178742_1.R1040 

uC-gmrominsoy250f 08bl 

BLASTN 

g2055227 

46 

1.0e-16 

66 

92 

Glycine max mRNA for SRC1, complete cds 
28653 

178799_1.R1040 
rca700999148.hl 

28654 

178831JL.R1040 
fC-gmse700660737g3 

28655 

178843JL.R1040 
rca700999269.hl 

28656 

178862_1.R1040 
rca700999302.hl 

28657 

178874JL.R1040 
zhf700952248.hl 

28658 

178932_1.R1040 
rca700999506.hl 

28659 

178950_1.R1040 
jC-gmfl02220077glldl 

28660 

178969_1.R1040 
zhf700962302.hl 

28661 

179028_1.R1040 

zsg701124449.hl 

BLASTX 



4430 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 ' -most EST 



g3402684 
535 

1.0e-54 

138 
74 

(AC004 697) hypothetical protein [Arabidopsis thaliana] 
28662 

179074_1.R1040 
zsg701122609.hl 

28663 

179083JL.R1040 

jC-gmle01810085d07dl 

BLASTX 

g3080421 

177 

1.0e-12 

83 
41 

(AL022604) putative protein [Arabidopsis thaliana] 
28664 

179117_1.R1040 
fde700876425.hl 



Seq. No. 
Contig ID 
5' -most EST 



28665 

179118JL.R1040 
rca700999823.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28666 

179141_1.R1040 

leu701157279.hl 

BLASTX 

g4056507 

229 

9.0e-19 

91 

51 

(AC005896) putative RNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



28667 

179143JL.R1040 

jC-gmro02910062a03dl 

BLASTX 

g2673918 

212 

7.0e-17 

57 
70 

(AC002561) unknwon protein [Arabidopsis thaliana] 
28668 

179198JL.R1040 
uC-gmrominsoy219b02bl 



4431 



Seq. No. 
Contig ID 
5 '-most EST 



28669 

179216_1.R1040 
zhf700954425.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



28670 

179239_1.R1040 
rca701000716.hl 

28671 

179265_1.R1040 

zsg701126938.hl 

BLASTX 

gl276977 

660 

3.0e-69 

152 

84 

(U47143) nonsymbiotic hemoglobin [Glycine max] 
28672 

179274_1.R1040 
zhf700958082.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



28673 

179300_1.R1040 

all700863273.hl 

BLASTN 

g2253091 

44 

1.0e-15 

104 

86 

Spinacia oleracea ORF, 



clone SAM2B4.1T7 



28674 

179301JL.R1040 

g5126612 

BLASTX 

g3096949 

239 

2.0e-20 

98 

47 

(Y16328) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] >gi_3894399 (AF067798) cyclic 
nucleotide-gated cation channel [Arabidopsis thaliana] 

28675 

179349J..R1040 
rca701000362.hl 

28676 

179357_1.R1040 

rca701000382.hl 

BLASTX 

g3550661 

416 



4432 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



1.0e-40 

101 

44 

(AJ001310) 39 kDa EF-Hand containing protein [Solanum 
tuberosum] 

28677 

179361_1.R1040 

jC-gmle01810094h09dl 

BLASTX 

g4006861 

362 

2.0e-34 

115 

57 

(Z99707) tubulin-like protein [Arabidopsis thaliana] 



28678 

179419_1.R1040 
rca701000472.hl 

28679 

179420_1.R1040 
g5509254 

28680 

179438_1.R3.040 
rca701000509.hl 

28681 

179447JL.R1040 
fde700873138.hl 

28682 

179515_1.R1040 

rca701000646.hl 

BLASTX 

gl352269 

179 

4.0e-13 

135 

29 

DIAPHANOUS PROTEIN >gi_575927 
[Drosophila melanogaster] 

28683 

179516JL.R1040 
rca701000648.hl 



(U11288) diaphanous protein 



28684 

179534JL.R1040 
rca701002356.hl 

28685 

179563_1.R1040 

uC-gmropicll0d!2bl 

BLASTX 



4433 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2832717 
672 

7.0e-71 

139 

89 

(AJ003114) alkaline/neutral invertase [Lolium t emu lent urn] 



Seq. No. 
Contig ID 
5' -most EST 



28686 

179589_1.R1040 
rca701000848.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28687 

179595_1.R1040 
uC-gmropic037b06bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28688 

179606_1.R1040 

rca701001387.hl 

BLASTX 

g4102839 

749 

9.0e-80 

172 

76 

(AF016713) LeOPTl [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5' -most EST 



28689 

179609_1.R1040 
rca701000785.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28690 

179610_1.R1040 
g5605841 



Seq. No. 
Contig ID 
5 '-most EST 



28691 

179612_1.R1040 
hrw701062674.hl 



Seq. No. 
Contig ID 
5' -most EST 



28692 

179613_1.R1040 
sat701003330.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28693 

179626_1.R1040 
jex700904934.hl 



Seq. No. 
Contig ID 
5' -most EST 



28694 

179632_1.R1040 
rca70100Q817.hl 



Seq. No. 

Contig ID 
5 '-most EST 



28695 

179642JL.R1040 
rca701000831.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28696 

179666_1.R1040 
rca701000858.hl 



4434 



Seq. No. 
Contig ID 
5 T -most EST 



28697 

179728JL.R1040 
rca701000962.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28698 

179734_1.R1040 

rca701000972.hl 

BLASTX 

g3582333 

274 

4.0e-24 

146 

40 

(AC005496) hypothetical protein [Arabidopsis thaliana] 
28699 

179738JL.R1040 

uC-gmropic092fl2bl 

BLASTX 

gl657621 

362 

1.0e-34 

97 

66 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

28700 

179742JL.R1040 

rca701000981.hl 

BLASTX 

g3005576 

298 

6.0e-27 

103 

55 

(AF047718) putative high affinity nitrate transporter; 
GmNRT2 [Glycine max] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



28701 

179757JL.R1040 

rca701001007.hl 

BLASTX 

g3218550 

147 

2.0e-09 

74 

41 

(AB009399) Cdk-activating 
28702 

179769_1.R1040 
rca701001068.hl 



kinase lAt [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



28703 

179791 1.R1040 



4435 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst02400055gl2al 

BLASTX 

gl32127 

155 

4.0e-10 

140 

31 

RIBOKINASE >gi_66667_pir KIECRB ribokinase (EC 2.7.1.15) - 

Escherichia coli >gi_2981974_pdb_lRKD_ E. Coli Ribokinase 
Complexed With Ribose And Adp >gi_147516 (M13169) 
ribokinase [Escherichia coli] >gi_290602 (L10328) 
ribokinase [Escherichia coli] >gi_1790193 (AE000452) 
ribokinase [Escherichia coli] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28704 

179805_1.R1040 

uC-gmronoir060e06bl 

BLASTX 

g2791896 

914 

4.0e-99 

186 

96 

(Y08997) 146kDa nuclear protein [Xenopus laevis] 



Seq. No. 
Contig ID 
5' -most EST 



28705 

179824JL.R1040 
rca701001087.hl 



Seq. No. 
Contig ID 
5' -most EST 



28706 

179858_1.R1040 
rca701001127.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28707 

179858_2.R1040 
jC-gmle01810022a08dl 



Seq. No. 
Contig ID 
5' -most EST 



28708 

179876J..R1040 
rca701001211.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28709 

179884_1.R1040 

rca701001160.hl 

BLASTX 

g416730 

876 

2.0e-94 

213 

73 

BETA-UREIDOPROPIONASE (BETA- ALANINE SYNTHASE) 
(N- CARBAMOYL -BET A- ALANINE AMIDOHYDROLASE ) 

>gi_285064_pir S27881 beta-alanine synthase - rat 

>gi_203106 (M97662) beta-alanine synthase [Rattus 
norvegicus] 



Seq. No. 



28710 



4436 



# 



Contig ID 




5 '-most EST 


rca /uiuuiib/. ni 


Seq. No. 


OQTJ 1 

2o /ll 


Contig ID 


I/yyiZ 1.K1U4U 


o -most t.bi 


rr-aim n"ni 1 hi 
rca / uiuuiijj • iij- 


Method 


BLASTX 


NCBI GI 


g228403 


BLAST score 


277 


E value 


b . ue-zo 


Match length 


83 


% identity 


DO 


NCBI Description 


glycolate oxidas 


Seq* No. 


zo / Iz 


Contig ID 


i/yyio I.K1U4U 


5 -most EST 


rca / uiuuiD/o.m 


Method 


BLAblN 


NCBI GI 


gizl J / 


BLAST score 


90 


E value 


5.0e-43 


Match length 


I y D 


% identity 


89 


NCBI Description 


Pea chloroplast 




gene 


Seq. No. 


28713 


Contig ID 


179957_1 .R1040 


5 -most EST 


rca / uiuu-Lzdo .ni 


Method 


BLASTX 


NCBI GI 


g4098582 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


116 



DNA (4.7 kb) 5 1 to ATP-synthase a subunit 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



39 



(U79567) RBM1 [Sminthopsis macroura] 



28714 

179983JL.R1040 
rca701001303.hl 



Seq. No. 
Contig ID 
5' -most EST 



28715 

179999JL.R1040 
rca701001322.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



28716 

180001_1.R1040 
rca701001395.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



28717 

180010_1.R1040 
uC-gmrominsoy 0 4 3b 1 lbl 

28718 

180025JL.R1040 

rca701001353.hl 

BLASTX 



4437 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



g2224695 
171 

4.0e-12 

65 
51 

(AB002375) KIAA0377 [Homo sapiens] 
28719 

180032JL.R1040 
g4396732 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



28720 

180037_1.R1040 
rca701001368.hl 

28721 

180047J..R1040 

rca701001380.hl 

BLASTX 

g2499570 

268 

2.0e-23 

74 
69 

PROTEIN-L-ISOASPARTATE O-METHYLTRANSFERASE 

( PROTEIN-BETA- ASPARTATE METHYLTRANSFERASE) (PIMT) { PROTEIN 
L- 1 SOAS PART YL METHYLTRANSFERASE) (L-ISOAS PARTYL PROTEIN 
CARBOXYL METHYLTRANSFERASE) >gi__414332 (L07941) 
L-isoaspartyl methyltransf erase [Triticum aestivum] 

28722 

180076JL.R1040 
rca701001423.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



28723 

180082_1.R1040 

jC-gmro02910010g02dl 

BLASTX 

g4455366 

204 

1.0e-15 

52 
75 

(AL035524) putative protein 
28724 

180111_1.R1040 
zhf700958630.hl 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



28725 

180162_1.R1040 

rca701001548.hl 

BLASTX 

g2582351 

374 

9.0e-36 
173 



4438 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 

(AF018639) unknown [Dictyostelium discoideum] 
28726 

180165JL.R1040 

uC-gmf IminsoyO 12h02bl 

BLASTX 

g4415920 

325 

9.0e-30 

277 

33 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 



Sea No . 


28727 


Contig ID 


180180_1.R1040 


5 f -most EST 


jC-gmf 10222 0108e05al 


Method 


BLASTX 


NCBI GI 


g3819099 


BLAST score 


257 


E value 


4.0e-22 


Match length 


142 


% identity 


37 


NCBI Description 


(AJ009825) copper amine oxidase [Cicer arietinum] 


Kj \^ VJ « Li W • 


28728 


Contig ID 


180190 1.R1040 


5 '-most EST 


jC-gmfl02220057al0dl 


Method 


BLASTX 


NCBI GI 


g!871187 


BLAST score 


253 


E value 


1.0e-42 


Match length 


130 


% identity 


71 


NCBI Description 


(U90439) unknown protein [Arabidopsis thaliana] 


Seq. No. 


28729 


Contig ID 


180202 1.R1040 


5' -most EST 


rca701001603.hl 


Method 


BLASTX 


NCBI GI 


g2244835 


BLAST score 


837 


E value 


5.0e-90 


Match length 


188 


% identity 


79 


NCBI Description 


(Z97337) protein kinase homolog [Arabidopsis thai 


Seq. No. 


28730 


Contig ID 


180216 1.R1040 


5' -most EST 


rca701001618.hl 


Method 


BLASTX 


NCBI GI 


gl407705 


BLAST score 


533 


E value 


2.0e-54 


Match length 


140 


% identity 


66 



4439 



NCBI Description (U60202) lipoxygenase [Solanum tuberosum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28731 

180229JL.R1040 

zhf700954791.hl 

BLASTX 

g2760832 

138 

2.0e-15 

76 

55 

(AC003105) similar to barley ids-4 gene product 
[Arabidopsis thaliana] 

28732 

180248_1.R1040 

jC-gmle01810024g07al 

BLASTX 

g730751 

200 

2.0e-15 

149 

36 

DNA-BINDING PROTEIN SMUBP-2 (GLIAL FACTOR-1) (GF-1) 
>gi_401776 (L14754) DNA-binding protein [Homo sapiens] 
>gi_4504 623_ref_NP_002171.1_pIGHMBP2_ immunoglobulin mu 
binding protein 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



28733 

180284_1.R1040 
jC-gmle01810024b08al 

28734 

180293_1.R1040 

jC-gmle01810048c05al 

BLASTX 

g2281088 

416 

1.0e-40 

205 

43 

(AC002333) indole-3-acetate beta-glucosyltransf erase isolog 
[Arabidopsis thaliana] 

28735 

180315JL.R1040 

uC-gmrominsoy033a05bl 

BLASTX 

g4220480 

501 

2.0e-50 

246 

45 

(AC006069) unknown protein [Arabidopsis thaliana] 
28736 

180343 1.R1040 



4440 



5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



jC-gmle01810014el0dl 
28737 

180419JL.R1040 
asn701134847.h2 

28738 

180443J..R1040 
rlr700901202.hl 

28739 

180462_1.R1040 

jC-gmro02910022g06al 

BLASTX 

gl483230 

440 

2.0e-43 

143 

64 

(X99654) MADS 4 protein [Betula pendula] 
28740 

180471_1.R1040 

g4396628 

BLASTX 

g4204288 

470 

8.0e-47 

153 

58 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

28741 

180480_1.R1040 
zhf700964493.hl 

28742 

180504_1.R1040 
uC-gmropic047al2bl 

28743 

180511JL.R1040 
rca701002449.hl 

28744 

180520_1.R1040 
dpv701098607.hl 

28745 

180523_1.R1040 
g5126709 

28746 

180523_2.R1040 

rca701002214.hl 

BLASTX 



4441 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4164473 
185 

1.0e-13 

65 
65 

(AF061157) 
fordii] 



negatively light-regulated protein [Vernicia 



Seq. No. 
Contig ID 
5 '-most EST 



28747 

180553JL.R1040 
rca701002275.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28748 

180576JL.R1040 
fde700875914.hl 

28749 

180581_1.R1040 
jC-gmfl02220052d02al 

28750 

180584_1.R1040 

rca701002324.hl 

BLASTX 

g2262111 

358 

6.0e-34 

136 

54 

(AC002343) ribitol dehydrogenase isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



28751 

180631JL.R1040 
fua701040090.hl 

28752 

180649_1.R1040 

uC-gmropic067g02bl 

BLASTX 

g3395432 

812 

7.0e-87 

220 

66 

(AC004683) unknown protein [Arabidopsis thaliana] 
28753 

180662_1.R1040 
rca701002520.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



28754 

180690JL.R1040 

rca701002466.hl 

BLASTX 

gl076685 

210 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



4.0e-17 

79 

62 

SPF1 protein - sweet potato >gi__4 84261_dbj__BAA06278_ 
(D30038) SPF1 protein [Ipomoea batatas] 

28755 

180691_1.R1040 

jC-gmle01810052g02al 

BLASTX 

g4206197 

176 

2.0e-12 

227 
6 

(AF071527) putative pre-mRNA splicing factor [Arabidopsis 
thaliana] 

28756 

180714JL.R1040 

g4405586 

BLASTX 

g3395432 

509 

8.0e-52 

126 

82 

(AC004683) unknown protein [Arabidopsis thaliana] 
28757 

180733_1.R1040 
leu701146108.hl 

28758 

180733_2.R1040 
kll701214442.hl 

28759 

180738_1.R1040 
rca701002651.hl 

28760 

180745_1.R1040 

jC-gmle01810086g01dl 

BLASTX 

gl220453 

246 

8.0e-21 

66 

68 

(M79328) alpha-amylase [Solanum tuberosum] 
28761 

180760_1.R1040 

jC-gmro02910075h08al 

BLASTX 

g4539525 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq- No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



232 

5.0e-19 

165 

33 

(AJ012370) NAALADase II protein [Homo sapiens] 
28762 

180775_1.R1040 
uC-gmropicl07h03bl 

28763 

180780_1.R1040 

rca701002592.hl 

BLASTX 

g4415942 

341 

3.0e-32 

106 

65 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
28764 

180784_1.R1040 

uC-gmropic027g02bl 

BLASTX 

g2190544 

299 

1.0e-48 

119 

87 

(AC00122 9) Similar to Saccharomyces hypothetical protein 
P9642.2 (gb_U40828) . [Arabidopsis thaliana] 

28765 

180815_1.R1040 
rca701002662.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 



28766 

180821_1.R1040 

jC-gmst02400015bl2dl 

BLASTX 

g2833380 

343 

2.0e-32 

98 

68 

RIBOSE-PHOSPHATE PYROPHOSPHOKINASE 2 ( PHOSPHORIBOSYL 
PYROPHOSPHATE SYNTHETASE 2) (PRS II) 

>gi_2146772_pir S71262 ribose-phosphate pyrophosphokinase 

(EC 2.7.6.1) II - Arabidopsis thaliana (fragment) 
>gi_1064885_emb_CAA63552__ (X92974) phosphoribosyl 
pyrophosphate synthetase II [Arabidopsis thaliana] 

28767 

180834_1.R1040 

jex700904870.hl 

BLASTX 
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NCBI GI g2252840 

BLAST score 157 

E value 8.0e-ll 

Match length 83 

% identity 39 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_66203_pir RDTONH nitrate 

6.6.1) - tomato 
(X14060) nitrate reductase 



39 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

28768 

180844_1.R1040 
fde700870511.hl 

28769 

180850_1.R1040 
fC-gmst700889683f3 
BLASTX 
gl28195 
187 

1.0e-13 
110 
38 

NITRATE REDUCTASE (NR) 
reductase (NADH) (EC 1- 
>gi_l 92 8 3_emb_CAA32 2 1 8_ 
[Lycopersicon esculentum] 

28770 

180866_1-R1040 
fde700870539.hl 

28771 

180872_1.R1040 
fde700872774.hl 

28772 

180886_1.R1040 
fde700870562.hl 

28773 

180912JL.R1040 
fde700870606.hl 

28774 

180917_1.R1040 
fde700870769.hl 

28775 

180978_1.R1040 

fde700870695.hl 

BLASTX 

gl800147 

277 

2.0e-24 

71 
76 

(U83655) membrane associated protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28776 

180982_1.R1040 

fC-gmst700889363hl 

BLASTX 

gl345955 

723 

3.0e-76 

391 

41 

GLUTATHIONE-DEPENDENT FORMALDEHYDE DEHYDROGENASE (FDH) 
(FALDH) >gi_496118 (L33464) alcohol dehydrogenase 3 
[Methylobacter marinus] 



Seq, No. 


28777 


Contig ID 


180990 1.R1040 


5 T -most EST 


fde700870714.hl 


Mpthod 


BLASTN 


NCBI GI 


g416037 


BLAST score 


120 


E value 


4.0e-61 




165 


% identity 


16 


NCBI Description 


O.sativa rubl mRNA for 


Qorr Ma 


28778 


Contig ID 


180994 1.R1040 


5' -most EST 


dpv701101807.hl 


Seq. No. 


28779 


Contig ID 


180996_1.R1040 


5' -most EST 


fde700873111.hl 


Seq. No. 


28780 


Contig ID 


181007 1.R1040 


5 '-most EST 


jC-gmfl02220141dllal 


Seq. No. 


28781 


Contig ID 


181044_1.R1040 


5' -most EST 


fde700876004 .hi 


Seq. No. 


28782 


Contig ID 


181056 1.R1040 


5 f -most EST 


fde700870809.hl 


Seq. No. 


28783 


Contig ID 


181075 1.R1040 


5' -most EST 


fC-gmst700889690a3 


Method 


BLASTX 


NCBI GI 


g2388985 


BLAST score 


272 


E value 


5.0e-24 


Match length 


90 


% identity 


57 


NCBI Description 


(Z98980) transcription 


Seq. No. 


28784 


Contig ID 


181087JL.R1040 
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5 f -most EST f de700870845 . hi 

Seq. No. 28785 

Contig ID 181094_1 . R1040 

S'-most EST fde700875879.hl 

Seq. No. 28786 

Contig ID 181110_1 . R1040 

5' -most EST f de700870873 .hi 

Seq. No. 28787 

Contig ID 181117JL.R1040 

5 ! -most EST kll701205580 .hi 

Seq. No. 28788 

Contig ID 181117_2 . R1040 

5' -most EST uC-gmronoir038a08bl 

Seq. No. 28789 

Contig ID 181121_1 .R1040 

5 f -most EST f jg700968353 .hi 

Seq. No. 28790 

Contig ID 181127JL . R1040 

5 1 -most EST fde700871025.hl 

Seq. No. 28791 

Contig ID 181144_1 .R1040 

5' -most EST hrw701061362 .hi 

Method BLASTX 

NCBI GI g2792155 

BLAST score 562 

E value 1.0e-57 

Match length 179 

% identity 60 
NCBI Description (AJ223291) chalcone reductase [Sesbania rostrata] 

Seq. No. 28792 

Contig ID 181148_1 . R1040 

5 1 -most EST f de700870931 .hi 

Method BLASTX 

NCBI GI g4375833 

BLAST score 969 

E value 1.0e-105 

Match length 318 

% identity 60 

NCBI Description (AL021713) receptor serine/threonine kinase-lxke protein 
[Arabidopsis thaliana] 

Seq. No. 28793 

Contig ID 181150JL .R1040 

5 '-most EST dpv701097108 .hi 

Method BLASTX 

NCBI GI g3142301 

BLAST score 606 

E value 7.0e-63 

Match length 217 
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CI 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



52 

(AC002411) Contains similarity to neural cell adhesion 
molecule 2, large isoform precursor gb_M76710 from Xenopus 
laevis, and beta transducin from S. cerevisiae gb_Q0594 6. 
ESTs gb_N65081 gb_Z30910 / gb_Z34190, gb_Z34611, gb_R30101, 
gb_H3630 

28794 

181156_1.R1040 

fde700870946.hl 

BLASTX 

g2642448 

282 

1.0e-25 

79 

38 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 

28795 

181158JL.R1040 

uC-gmrominsoy080el2bl 

BLASTN 

g2264321 

46 

1.0e-16 

94 

42 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXM12, complete sequence [Arabidopsis thaliana] 

28796 

181204_1.R1040 

fde700871020.hl 

BLASTX 

g3550554 

373 

3.0e-36 

84 

82 

(Y17469) sarco/endoplasmic reticulum Ca2+ -ATPase 
[Paramecium tetraurelia] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



28797 

181232JL.R1040 

uC-gmropic026c02bl 

BLASTX 

g2262105 

323 

7.0e-30 

96 

64 

(AC002343) unknown protein [Arabidopsis thaliana] 
28798 

181273 1.R1040 
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5' -most EST 



fde700871115.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28799 

181302JL.R1040 

fde700871158.hl 

BLASTX 

g2832629 

176 

1.0e-12 

115 
37 

(AL021711) 4-coumarate-CoA ligase - like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28800 

181320_1.R1040 

g5677137 

BLASTN 

g3046710 

320 

1.0e-180 

468 

92 

Cicer arietinum mRNA for replication factor C/activator 1 
subunit, partial 



Seq. No. 
Contig ID 
5 '-most EST 



28801 

181375_1.R1040 
fde700871370.hl 



Seq. No. 
Contig ID 
5' -most EST 



28802 

181378_1.R1040 
fde700871384.hl 



Seq. No. 
Contig ID 
5' -most EST 



28803 

181380_1.R1040 
fde700871475.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28804 

181406_1.R1040 

fde700875863.hl 

BLASTX 

g421842 

263 

6.0e-31 

86 
81 

potassium channel protein - Arabidopsis thaliana >gi__166774 
(M86990) potassium channel protein [Arabidopsis thaliana] 
>gi_1065906 (U25088) potassium channel protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



28805 

181414JL.R1040 
fde700872880.hl 



Seq. No. 



28806 
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Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



181441_1.R1040 
fde700871614.hl 

28807 

181446_1.R1040 
fde700873667.hl 

28808 

181448_1.R1040 
jex700909437.hl 

28809 

181457_1.R1040 

zzp700831121.hl 

BLASTX 

gl706884 

365 

2.0e-34 

276 

34 

FOLYLPOLYGLUTAMATE SYNTHASE, MITOCHONDRIAL PRECURSOR 
(FOLYLPOLY-GAMMA-GLUTAMATE SYNTHETASE) (FPGS) 

28810 

181461_1.R1040 
fde700875886.hl 

28811 

181486JL.R1040 

fde700875642.hl 

BLASTX 

g4567263 

366 

2.0e-35 

84 

81 

(AC006841) putative cell division inhibitor [Arabidopsis 
thaliana] 

28812 

181510JL.R1040 
bth700845762.hl 

28813 

181514JL.R1040 
hrw701063367.hl 

28814 

181541_1.R1040 

asn701136708.hl 

BLASTX 

g4490317 

380 

2.0e-36 

188 

43 

(AL035678) putative protein [Arabidopsis thaliana] 



4450 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28815 

181610_1.R1040 
fde700871835.hl 

28816 

181620_1.R1040 

jC-gmfl02220055g03al 

BLASTX 

g2565297 

332 

6.0e-31 

158 
50 

(AF024590) 
thaliana] 



RNA polymerase sigma subunit 1 [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



28817 

181635JL.R1040 
fde700871879.hl 

28818 

181645JL.R1040 
pxt700942623.hl 

28819 

181649_1.R1040 
fde700874147.hl 

28820 

181672_1.R1040 

pmv700888202.hl 

BLASTN 

g4263753 

32 

1.0e-08 

76 
86 

Arabidopsis thaliana chromosome V map near 60.5 cM, 
complete sequence [Arabidopsis thaliana] 

28821 

181688_1.R1040 

g4296088 

BLASTX 

g3065814 

213 

7.0e-17 

169 
34 

(AF058714) sodium-dicarboxylate cotransporter SDCT1 [Rattus 
norvegicus] >gi_3168585_dbj_BAA28 609__ (AB001321) 
sodium-dependent dicarboxylate transporter [Rattus 
norvegicus] 

28822 

181706 1.R1040 



4451 



5 '-most EST 



fde700872031.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28823 

181714_1.R1040 

uC-gmrominsoyl 1 IgO lb 1 

BLASTX 

g3236247 

386 

7.0e-49 

155 

69 

(AC004684) SCARECROW-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



28824 

181721JL.R1040 
fde700872030.hl 



Seq. No. 
Contig ID 
5' -most EST 



28825 

181743JL.R1040 
fde700872078.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28826 

181778J..R1040 

zhf700958516.hl 

BLASTX 

g3402717 

162 

9.0e-15 

63 

68 

(AC004261) putative heat shock protein [Arabidopsis 
thaliana] 



Seq. No. 


28827 


Contig ID 


181790 1.R1040 


5 '-most EST 


fde700876485.hl 


Seq. No. 


28828 


Contig ID 


181798 1.R1040 


5' -most EST 


jC-gmro02910060f04al 


Method 


BLASTX 


NCBI GI 


g4467148 


BLAST score 


588 


E value 


7.0e-61 


Match length 


178 


% identity 


72 


NCBI Description 


(AL035540) putative 


Seq. No. 


28829 


Contig ID 


181807 1.R1040 


5 '-most EST 


jC-gmle01810019bl0a2 


Method 


BLASTX 


NCBI GI 


g3914136 


BLAST score 


282 


E value 


8.0e-25 


Match length 


87 


% identity 


63 



4452 



NCBI Description NONSPECIFIC LIPID- TRANSFER PROTEIN PRECURSOR (LTP) 

>gi_2632171_emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28830 

181815_1.R1040 

zsg701130235.hl 

BLASTX 

gl723832 

154 

5.0e-10 

71 

44 

HYPOTHETICAL 15.9 KD PROTEIN IN OLE1-DUP1 INTERGENIC REGION 

>gi_2132531_pir S64058 probable membrane protein YGL054c - 

yeast (Saccharomyces cerevisiae) >gi_1322550_emb_CAA96756_ 
(Z72576) ORF YGL054c [Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 T -most EST 



28831 

181817_1.R1040 
fde700876653.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28832 

181846_1.R1040 

fde700872278.hl 

BLASTX 

g3176726 

474 

2.0e-47 

181 

51 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



28833 

181858_1.R1040 
fde700872310.hl 



Seq. No. 
Contig ID 
5' -most EST 



28834 

181861_2.R1040 
fde700872465.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28835 

181865_1.R1040 

fde700873959.hl 

BLASTX 

g2605714 

140 

8.0e-09 

59 

46 

(AF026275) beta-tonoplast intrinsic protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



28836 

181887_1.R1040 
fde700872369.hl 



4453 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



28837 

181896_1.R1040 
uC-gmr omins oyO 4 8 dO 7 b 1 

28838 

181915JL.R1040 

fde700876846.hl 

BLASTX 

gl652649 

478 

7.0e-48 

161 

55 

(D90907) hypothetical protein [Synechocystis sp.] 
28839 

181927_1.R1040 

jC-gmle01810011e07al 

BLASTX 

g728905 

159 

2.0e-10 

155 
27 

PROBABLE CALCIUM-TRANSPORTING AT PAS E 3 (ENDOPLASMIC 

RETICULUM CA2+-ATPASE) >gi_10782 06_pir S51995 probable 

ATPase (EC 3.6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) Drs2p: Membrane spanning 
Ca-ATPase (P-type) , member of the cation transport (E1-E2 ) 
ATPase [Saccharomyces cerevisiae] 

28840 

181953JL.R1040 

kll701209449.hl 

BLASTX 

g4559396 

259 

8.0e-23 

66 

71 

(AC006526) unknown protein [Arabidopsis thaliana] 
28841 

181971JL.R1040 

crh700850692.hl 

BLASTX 

g4490304 

521 

3.0e-53 

121 

82 

(AL035678) putative protein [Arabidopsis thaliana] 
28842 

181984 1.R1040 



4454 



C 1 POT 

o -most hbi 


■fHo700£!79 57 4 hi 

luc / UUO / Z J / 'i . 11 J. 


beq. jno. 


£0 O *± O 


Contig id 




c t , ^o-i- r? q m 
0 IROSL iiiOi 


Hnv70lT02023 hi 




Dlirlij J. is 


NCBI GI 


g289124 


BLAST score 


202 


E value 




jyidtcn lengun 


970 


% identity 


QA 


NCBI Description 


jyieQlCcLy O bdLl vd 


beq. JNO. 


9RR 44 

Z 0 0 f± fx 


uontig iJJ 


1 R9050 1 R1 040 




fde700872717 .hi 




BLASTN 


NCBI GI 


gll34881 


BLAST score 


118 


Hi vaiue 


7 Do-fin 


Match length 


9fi9 


% identity 


0 0 


NCBI Description 


T - } « — n 4— t tTI "1 TY1 Yf\ Xw^ T\7 LA 

ir . SatlvuIU ulKLNrt. 


Seq. No. 




Contig ID 




r | __ ( _,4. TT 1 0 T 1 
0 — ItlOSU kbi 


c-a-t- 701 01 544 fi hi 

Sat- / U1U1Jt4D»I11 


Method 


DT 7\ C TV 




CT 9129820 


BLAST score 


190 


E value 


9.0e-15 


Match length 


82 


% identity 


49 


NCBI Description 


chitinase (EC 3 



,2.1.14) class II - peanut 



Seq. No. 
Contig ID 
5' -most EST 



[Arachis hypogaea] 
28846 

182066_1.R1040 
fde700872743.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28847 

182067_1.R1040 
fde700875456.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



28848 

182077JL.R1040 
fde700872757.hl 

28849 

182078_1.R1040 

jC-gmro02910008gl0al 

BLASTX 

g3877656 

324 

8.0e-30 
203 



4455 



% identity 21 , . 

NCBI Description (Z72511) similar to nucleotide translocator [Caenorhabditis 
elegans] 

Seq. No. 28850 

Contig ID 182078_2 . R1040 

5' -most EST fde700872758 .hi 

Method BLASTN 

NCBI GI g3510339 

BLAST score 36 

E value 6.0e-ll 

Match length 96 

% identity 84 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAG clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

Seq. No. 28851 

Contig ID 182078_3 .R1040 

5' -most EST leu701156558 .hi 

Method BLASTN 

NCBI GI g3510339 

BLAST score 32 

E value 1.0e-08 

Match length 96 

% identity 83 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K3K7, complete sequence [Arabidopsis thaliana] 

Seq. No. 28852 

Contig ID 182079_1 .R1040 

5' -most EST fde700875724 .hi 

Method BLASTX 

NCBI GI g4 0637 4 6 

BLAST score 221 

E value 4.0e-18 

Match length 85 

% identity 57 

NCBI Description (AC005851) nodulin-like protein [Arabidopsis thaliana] 

Seq. No. 28853 

Contig ID 182131J. .R1040 

5 '-most EST uC-gmrominsoyl95e05bl 

Method BLASTX 

NCBI GI g2765817 

BLAST score 493 

E value 1.0e-49 

Match length 214 

% identity 47 

NCBI Description (Z95352) AtMlo-hl [Arabidopsis thaliana] 

>gi_389204 9_gb_AAC78258.1_AAC78258 (AC002330) AtMlo-hl 
[Arabidopsis thaliana] 

Seq. No. 28854 

Contig ID 182141JL . R1040 

5' -most EST g5058057 

Seq. No. 28855 



4456 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



182209JL.R1040 

fde700873982.hl 

BLASTX 

g4558556 

230 

5.0e-19 

107 
44 

(AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

28856 

182214JL.R1040 
uC-gmropic032b02bl 

28857 

182217JL.R1040 
pmv700892710.hl 

28858 

182218_1.R1040 
kll701206235.hl 

28859 

182228JL.R1040 

bth700848581.hl 

BLASTX 

g4049399 

167 

5.0e-12 

66 

39 

(Y09581) FR02 [Arabidopsis thaliana] 



28860 

182240JL.R1040 
fde700873913.hl 

28861 

182249J..R1040 

fde700873010.hl 

BLASTX 

g2979546 

142 

4.0e-09 

44 

61 

(AC003680) unknown protein 
28862 

182257_1.R1040 

fC-gmle700873022al 

BLASTX 

gll3626 

590 

4.0e-61 
162 



[Arabidopsis thaliana] 



4457 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

FRUCTOSE-BISPHOSPHATE ALDOLASE >gi_68202_pir ADBY2 

fructose-bisphosphate aldolase (EC 4.1.2.13) II - yeast 
(Saccharomyces cerevisiae) >gi_3696_ernb_CAA33111_ (X15003) 
fructose-bisphosphate aldolase [Saccharomyces cerevisiae] 
>gi_433637_emb_CAA53412_ (X75781) yeast 
fructose-bisphate-aldolase [Saccharomyces cerevisiae] 
>gi_486081_emb_CAA81897_ (Z28060) ORF YKL060c 

[Saccharomyces cerevisiae] >gi_1587557_prf 2206495F 

fructosebisphosphate aldolase [Saccharomyces cerevisiae] 

28863 

182281JL.R1040 

jex700909558.hl 

BLASTX 

g473874 

37 9 

8.0e-37 

93 

41 

(U08285) a membrane-associated salt-inducible protein 
[Nicotiana tabacum] 

28864 

182283JL.R1040 

fde700873065.hl 

BLASTX 

g4406820 

285 

4.0e-34 

108 

76 

(AC006201) putative ras super family member [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28865 

182308_1.R1040 

fde700874276.hl 

BLASTX 

g4106690 

151 

4.0e-10 

46 

61 

(AL035065) putative urea active transporter 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5 '-most EST 



28866 

182340_1.R1040 
leu701155963.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28867 

182350_1.R1040 
fde700873155.hl 



Seq. No. 
Contig ID 



28868 

182365 1.R1040 



4458 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



all700863165.hl 

BLASTX 

g3183377 

238 

9.0e-20 

148 

22 

HYPOTHETICAL 79.3 KD PROTEIN C24C9.05C IN CHROMOSOME I 
>gi_2330788_emb_CAB11262_ (Z98 601) hypothetical protein. 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



28869 

182390JL.R1040 
uC-gmflminsoy063a03bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28870 

182441JL.R1040 

uC-gmflminsoy084d03bl 

BLASTX 

g3292826 

182 

1.0e-13 

88 
42 

(AL031018) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



28871 

182455_1.R1040 
fde700873293.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28872 

182458JL. 

g5510075 

BLASTX 

gll71577 

273 

9.0e-34 

149 - 
58 

(X95343) 



R1040 



hypersensitivity-related gene [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28873 

182465JL.R1040 

uC-gmrominsoy2 7 3g0 lbl 

BLASTX 

g4544383 

414 

1.0e-40 

110 

74 

(AC007047) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



28874 

182482_1.R1040 
fde700873332.hl 



Seq. No. 



28875 



4459 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



182489J..R1040 
fde700873647.hl 

28876 

182497JL.R1040 

sat701009071.hl 

BLASTN 

gl354856 

396 

0.0e+00 

707 

89 

Phaseolus vulgaris bZIP transcriptional repressor ROM1 
mRNA, complete cds 

28877 

182516_1.R1040 

zhf700965290.hl 

BLASTX 

g2245065 

175 

5.0e-13 

43 

13 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
28878 

182525JL.R1040 

fC-gmle700873411al 

BLASTX 

g4512667 

248 

3.0e-37 
118 

(AC006931) putative MAP kinase [Arabidopsis thaliana] 
28879 

182528_1.R1040 

bth700845409.hl 

BLASTX 

g2792155 

504 

5.0e-51 

183 

56 

(AJ223291) chalcone reductase [Sesbania rostrata] 
28880 

182536JL.R1040 

crh700851111.hl 

BLASTN 

g516102 

268 

1.0e-149 

414 

95 



4460 



NCBI Description Soybean phytochrome B (phyB) gene exons 1-5, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28881 

182540_1.R1040 

fC-gmle700873428rl 

BLASTX 

gll68409 

147 

2.0e-09 

95 

43 

PROBABLE FRUCTOSE-BISPHOSPHATE ALDOLASE 2 
>gi 709990 dbj_BAA03299_ (D14399) hypothetical protein 
[Bacillus subtilis] >gi_2636513_emb_CAB16003_ (Z99124) 
fructose-1, 6-bisphosphate aldolase [Bacillus subtilis] 

28882 

182542_1.R1040 

fde700873430.hl 

BLASTN 

gl0789 

136 

1.0e-70 
247 
21 

T.pyriformis TU20 



gene for ubiquitin 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28883 

182556JL.R1040 

jC-gmst024 00047g05dl 

BLASTX 

g4115382 

407 

9.0e-40 

101 

75 

(AC005967) hypothetical protein [Arabidopsis thaliana] 
28884 

182562J..R1040 

fde700873462.hl 

BLASTX 

g3164140 

283 

1.0e-25 

78 

64 

(D78605) cytochrome P450 monooxygenase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



28885 

182597JL.R1040 
fde700874048.hl 



Seq. No. 
Contig ID 
5' -most EST 



28886 

182612_1.R1040 
fde700873542.hl 



4461 



Method 


BLASTX 


NCBI GI 


g2735017 


BLAST score 


394 


E value 


2 . Oe-38 


Match length 


96 


% identity 


79 


NCBI Description 


(U82481) KI domain interacting kinase 1 [Zea mays] 


Seq. No. 


28887 


Contio ID 


182617 1.R1040 


5 '-most EST 


fde700874501.hl 


Seq. No. 


28888 


Contig ID 


182630 1.R1040 


5' -mo st EST 


fde700873984.hl 


Seq. No. 


28889 


Contig ID 


182636_1.R1040 


5' -most EST 


uC-gmf Iminsoy071al2b2 


Seq. No. 


28890 


Contig ID 


182649JL.R1040 


5 1 -most EST 


sat701015457 .hi 


Method 


BLASTN 


NCBI GI 


g857396 


BLAST score 


134 


E value 


2.0e-69 


Match length 


250 


% identity 


89 


NCBI Description 


Glycine max mRNA for mitotic cyclin a2-type, complete 


Seq. No. 


28891 


Contig ID 


182665_1.R1040 


5' -most EST 


pxt700941060.hl 


Method 


BLASTX 


NCBI GI 


g3355478 


BLAST score 


141 


E value 


5.0e-09 


Match length 


74 


% identity 


43 


NCBI Description 


(AC004218) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


28892 


Contig ID 


182687 1.R1040 


5' -most EST 


fde700873651 .hi 


Method 


BLASTX 


NCBI GI 


g4006851 


BLAST score 


204 


E value 


2.0e-31 


Match length 


116 


% identity 


68 


NCBI Description 


(Z99707) cytochrome P450-like protein [Arabidopsis 




thaliana] 


Seq. No. 


28893 


Contig ID 


182688 1.R1040 


5 '-most EST 


fde700873652.hl 



4462 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



28894 

182738JL.R1040 

fde700874019.hl 

BLASTN 

g20880 

32 

1.0e-08 

36 

97 

Pea mRNA for plastid ribosomal protein CL9 
28895 

182746JL.R1040 
fde700873732.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28896 

182752_1.R1040 

jC-gmst024 00008h09al 

BLASTX 

g3152592 

330 

1.0e-30 

110 

58 

(AC002986) Contains similarity to 8A-2V protein gb__Y10496 
from Mus musculus. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



28897 

182753_1.R1040 
fde700873744.hl 

28898 

182764JL.R1040 

pmv700892512.hl 

BLASTX 

g2129698 

454 

3.0e-45 

132 

67 

protein kinase ATN1 (EC 2.7.1.-) - 
>gi_1054633_emb_CAA63387_ (X92728) 
[Arabidopsis thaliana] 

28899 

182797JL.R1040 
zhf700960172.hl 



Arabidopsis thaliana 
protein kinase 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



28900 

182808_1.R1040 
jex700905406.hl 

28901 

182840_1.R1040 

jC-gmle01810073f03al 

BLASTX 



4463 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No, 

Contig ID 
5 ? -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 



g3292824 
237 

9.0e-20 

65 

69 

(AL031018) 



putative protein [Arabidopsis thaliana] 



28902 

182840_2.R1040 

jC-gmle01810016e06al 

BLASTX 

g3292824 

182 

2.0e-13 

57 

61 

(AL031018) putative protein [Arabidopsis thaliana] 
28903 

182851_1.R1040 
fde700873885.hl 

28904 

182860_1.R1040 
jC-gmfl02220138b08dl 

28905 

182882JL.R1040 
fde700873968.hl 

28906 

182894JL.R1040 

fde700873956.hl 

BLASTN 

g4521152 

100 

4.0e-49 

272 

84 

Oryza sativa genomic DNA, chromosome 6, clone P0680A03, 
complete sequence 



28907 

182919JL.R1040 

fde700873986.hl 

BLASTX 

g3953463 

204 

6.0e-16 

47 

79 

(AC002328) F20N2, 



8 [Arabidopsis thaliana] 



28908 

182920_1.R1040 

jC-gmle01810051d08al 

BLASTX 



4464 



NCBI GI 


g4490317 


BLAST score 


228 


E value 


l . ue-io 


Match length 


inn 
1UU 


% identity 


44 


NCBI Description 


(AL035678) putative protein 


Seq. No. 




Contig ID 




i— * r t- t i rpi 

5 T -most EST 


rde /uuo /4Ui4 . ni 


Seq. No. 


Zo yiu 


Contig ID 


1 OOQ/I Q 1 ni rt^ n 

lo^y4o 1.K1U4U 


5 -most Ebl 


Hi^ttT fi1 HQO.9 A7 hi 

apv/uiuyyzf± / ♦ni 


Method 


BLASTN 


NCBI GI 


gz J4z / 1 / 


BLAST score 


52 


E value 


2.0e-20 


Match length 


ou 


% identity 


91 


NCBI Description 


Arabidopsis thaliana chromos 




sequence, complete sequence 


Seq. No. 


28911 


Contig ID 


183009 1.R104U 


5' -most EST 


jC-gmle01810025e0oal 


Seq, No. 


28912 


Contig ID 


183014 1.R1040 


5 T -most EST 


jsn/uiuoyy/u. nz 


Method 


BLASTX 


NCBI GI 


gl279640 


BLAST score 


449 


E value 


1 . Oe-44 


Match length 


126 


% identity 


66 


NCBI Description 


(X92204) NAM [Petunia x hybr 


Seq. No. 


28913 


Contig ID 


183027 1.R1040 


5' -most EST 


fde700874161.hl 


Seq. No. 


OOfil A 

2o914 


Contig ID 


183032 1.R1040 


5 '-most EST 


epx701107729.hl 


Seq. No. 


on m c 

Zo 91b 


Contig ID 


183069 1.R1U4U 


5' -most EST 


zsg7 01118 022 ,h2 


Seq. No. 


28916 


Contig ID 


183074 1.R1040 


5' -most EST 


fua701037884.hl 


Method 


BLASTX 


NCBI GI 


g2827637 


BLAST score 


141 


E value 


1.0e-08 
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Match length 


1 I 


% identity 


40 


NCBI Description 


(AL021636) putative protein [Arabidopsis thaliana] 


Seq. No. 


on qi n 

zo yi / 


Contig ID 


183097 1.R1040 


5 '-most EST 


kll701205752.hl 


Seq. No. 


OQQ1 Q 


Contig ID 


183132 1.R1040 


5' -most EST 


kll701202418.hl 


Seq. No. 


Zo yiy 


Contig ID 


183161 1.R1040 


5 '-most EST 


fde700874663.hl 


Seq. No. 


ZojZkj 


Contig ID 


183169 1.R1040 


5' -most EST 


fde700874373.hl 


Seq. No. 


Z o yZ 1 


Contig ID 


183202 1.R1040 


5 '-most EST 


fde700874417.hl 


Seq. No. 


Zo3ZZ 


Contig ID 


loozlo 1.R1U4U 


5 '-most EST 


fde700874745 .hi 


Seq. No. 


28923 


Contig ID 


183247 1.R1040 


5 1 -most EST 


^c-gmrouzyiuuo /cizai 


Method 


BLASTX 


NCBI GI 


g3377803 


BLAST score 


477 


E value 


5.0e-48 


Match length 


loo 


% identity 


71 


NCBI Description 


(AFU/ooy/) bxmi_l_ar to vPJPP^PP synuiieLd&t;/ i^hj,; 


[Arabidopsis thaliana] 


Seq. No. 


28924 


Contig ID 


183256 1.R104U 


5 '-most EST 


jC-gmle01810012g08dl 


Method 


BLASTX 


NCBI GI 


g3367522 


BLAST score 


412 


E value 


3.0e-40 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



106 
69 

(AC004392) 
thaliana] 



EST gb_T04691 comes from this gene. [Arabidopsis 



28925 

183282JL.R1040 
uC-gmrominsoy2 4 1 f 0 3bl 
BLASTX 
g4454469 



4466 



(D 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



451 

8.0e-45 

161 

54 

(AC006234) 



unknown protein [Arabidopsis thaliana] 



28926 

183311_1.R1040 

zhf700963066.hl 

BLASTX 

g4140326 

212 

5.0e-27 

126 

50 

(AL031282) dJ283E3.6.1 (PUTATIVE novel protein similar to 
many (archae) bacterial, worm and yeast hypothetical 
proteins) [Homo sapiens] 

28927 

183325JL.R1040 

zhf700960204.hl 

BLASTX 

g282881 

202 

1.0e-15 

134 

39 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84 658) receptor-like protein kinase 
[Arabidopsis thaliana] 

28928 

183331JL.R1040 
pxt700941705.hl 

28929 

183334JL.R1040 

jC-gmle01810075c07al 

BLASTX 

g4455367 

169 

8.0e-12 

144 

35 

(AL035524) putative protein [Arabidopsis thaliana] 
28930 

183350_1.R1040 
fde700874675.hl 

28931 

183356J..R1040 

uC-gmrominsoy2 4 5b0 9b 1 

BLASTX 

g4371292 

318 



4467 



# 



E value 


o . ue-^y 


Match length 


TOO 

138 


% identity 


46 


NCBI Description 


(ACOOd^dUJ unknown protein LAraDiaopsis tiidj.xai.icij 


Seq. No. 


o o n o o 

2893Z 


Contig ID 


ioooco i di a/i n 
looooo 1.K1U4U 


5 -most Ebl 


nrw /uiuo^ou / . li± 


Method 


BLASTX 


NCBI GI 


g4102839 


BLAST score 


138 


E value 


1 . ue-Uo 


Match length 


50 


% identity 


54 


NCBI Description 


(AF016713) LeOPTl [Lycopersicon esculentum] 


Seq. No. 


28933 


Contig ID 


183359 1.R1040 


5' -most EST 


fde700875018.hl 


Seq. No. 




Contig ID 


183363 1.R1U4U 


5* -most EST 


f de7 QG874o3o.nl 


Seq. No. 


28935 


Contig ID 


183377 1.R1040 


5 1 -most EST 


£J-TAAOT ^ C C~i "U 1 

f de 70(Jo/4oo/.nl 


Method 


BLASTX 


NCBI GI 


g2465923 


BLAST score 


596 


E value 


1.0e-61 


Match length 


in/* 

186 


% identity 


61 


NCBI Description 


(AF0z4o4o) receptor-±iKe serine/ unreonine K.j_iia:->fc; 




[Arabidopsis thaliana] 


Seq. No. 


28936 


Contig ID 


183386 1.R1040 


rr 1 x. "com 

d —most hbi 


uu gmroiuinsoyuo / j.uojj.l 


Method 


BLASTX 


NCBI GI 


gl438875 


BLAST score 


183 


E value 


1.0e-13 


Match length 


40 



% identity 

NCBI Description 



80 

(U31462) 
sativa] 



violaxanthin de-epoxidase precursor [Lactuca 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



28937 

183394JL.R1040 
jC-gmle01810042b03dl 

28938 

183440_1.R1040 
fde700874742.hl 



Seq. No. 



28939 
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Contig ID 


183479_1.R1040 


5' -most EST 


uC-gmronoir060d04bl 


Seq. No. 


28940 


Contig ID 


183489 1.R1040 


5' -most EST 


fde700874808.hl 


Seq. No. 


O Q OA 1 

z o y 4 1 


Contig ID 




5' -most EST 


■Ps3s*iH d C\QH A Q "3 *7 "hi 

rcte / uuo/4oo/.ni 


Seq. No. 


Zo y4z 


Contig ID 


1 OQC1 O 1 "DlOylH 

loODlo 1.K1U4U 


5 -most Hjbl 


ary/uu / 04 f± oo .n± 


Method 


BLAb 1A 


NCBI GI 


g629669 


BLAST score 


182 


E value 


z . ue-ij 


Match length 


oz 


% identity 


50 


NCBI Description 


hypothetical protein - tomato 


Seq. No. 


28943 


Contig ID 


183520 1.R1040 


5' -most EST 


fde700874852.hl 


Seq. No. 


28944 


Contig ID 


183535 1.R1040 


5 1 -most EST 


fde700874875 .hi 


Seq. No. 


28945 


Contig ID 


183542 1.R1U4U 


5 T -most EST 


3 o— gmrouzyiuuoieiuai 


Method 


BLASTX 


NCBI GI 


g2444174 


BLAST score 


852 


E value 


9. Oe-92 


Match length 


195 


% identity 


82 


NCBI Description 


(U94781) unconventional myosin 


Seq. No. 


28946 


Contig ID 


18359o 1.R1U4U 


5 -most EST 


awr / uuojDoyj .m 


Method 




NCBI GI 


gz ±z y oo d 


BLAST score 


292 


E value 


2.0e-39 


Match length 


140 


% identity 


61 


NCBI Description 


OBP33pep protein - Arabidopsis 



aliana (fragment) 
>gi 1022801 (U37699) OBP33pep [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



28947 

183598_1.R1040 
fde700874962.hl 
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® 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28948 

183615JL.R1040 
leu701155293,hl 

28949 

183624J..R1040 
fua701037786.hl 

28950 

183631JL.R1040 

jC-gmle01810094e07al 

BLAST N 

g868002 

122 

4.0e-62 

338 

84 

Pumpkin mRNA for aconitase, complete cds 
28951 

183638_1.R1040 
fde700875021.hl 

28952 

183646_1.R1040 

fde700875129.hl 

BLASTN 

gl235600 

154 

2.0e-81 

234 

92 

S.macrospora EFl-alpha gene 
28953 

183651_1.R1040 
fde700875216.hl 

28954 

183665_1.R1040 
sat701011418.hl 

28955 

183677_1.R1040 

zhf700958916.hl 

BLASTX 

gl076365 

170 

8.0e-12 

184 

29 

pectinesterase (EC 3.1.1.11) PME1 precursor - Arabidopsis 
thaliana >gi_2129666_pir_JC4778 pectinesterase (EC 
3.1.1.11) 1 - Arabidopsis thaliana >gi_550306__emb_CAA57275_ 
(X81585) ATPME1 [Arabidopsis thaliana] >gi__903895 (U25649) 
ATPME1 precursor [Arabidopsis thaliana] 



4470 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28956 

183684_1.R1040 
jC-gmle01810062d09al 

28957 

183714_1.R1040 
jC-gmfl02220070d06al 

28958 

183842JL.R1040 
fde700875315.hl 

28959 

183845_1.R1040 

fde700875318.hl 

BLASTX 

g2947063 

231 

4.0e-19 

144 
38 

(AC002521) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



28960 

183856_1.R1040 
fde700875338.hl 

28961 

183890_1.R1040 
fde700875379.hl 

28962 

183919_1.R1040 
kll701205968.hl 

28963 

183975_1.R1040 

fde700875494.hl 

BLASTX 

gl653767 

330 

7.0e-31 

121 

53 

(D90916) oligopeptidase A 
28964 

183992JL.R1040 
g5677624 

28965 

184065_1.R1040 
fde700875620.hl 



[Synechocystis sp.] 



Seq. No. 
Contig ID 



28966 

184078 1.R1040 
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5' -most EST 



fde700875640.hl 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



28967 

184084_1.R1040 
leu701149946.hl 

28968 

184089JL.R1040 
jC-gmro02910012g06dl 

28969 

184089_2.R1040 

asn701142114.hl 

BLASTX 

g2244936 

142 

5.0e-09 

42 

67 

(Z97339) similarity to chloroplast outer envelope protein 
0EP8 [Arabidopsis thaliana] 

28970 

184119JL.R1040 
jC-gmle01810014e03dl 

28971 

184136_1.R1040 

fde700875730.hl 

BLASTX 

g2160173 

263 

3.0e-23 

86 

8 

(AC000132) Similar to N. tabacum salt-inducible protein 
(gb_U08285) . [Arabidopsis thaliana] 

28972 

184150_1.R1040 
pxt700941132.hl 

28973 

184152JL.R1040 
jC-gmst02400026a02al 

28974 

184165JL.R1040 
fde700875776.hl 

28975 

184193_JL.R1040 

uC-gmrominsoyl62f 07bl 

BLASTX 

gl946371 

227 

1.0e-18 
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Match length 


73 


% identity 


56 


NCBI Description 


(U93215) regulatory protein viviparous ± j.t>uj.uy 


[Arabidopsis thaliana] 


Seq. No. 


2897 b 


Contig ID 


Io4zUo 1.K1U4U 


5 -most EST 


roe / uuo / joj^i . ni 


Method 


BLASTX 


NCBI GI 


g2245115 


BLAST score 


352 


E value 


3. Oe-33 


Match length 


113 


% identity 


64 


NCBI Description 


(Z97343) unnamed protein product [Arabidopsis thaliana] 


Seq. No. 


2o9 / / 


Contig ID 


1o4zU / 1 . K1U4U 


5 '-most EST 


fde7 0087 5 boo . nl 


Seq. No. 


Af) Ann 

28978 


Contig ID 


184272 1.R1040 


5 T -most EST 


3 C-gmleulolUUoUgUoai 


Method 


BLASTX 


NCBI GI 


g3242704 


BLAST score 


406 


E value 


2 . Oe-39 


Match length 


134 


% identity 


56 


NCBI Description 


(AC003040) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


28979 


Contig ID 


184280 1.R1040 


5 '-most EST 


zsg701118495.hl 


Seq. No. 


28980 


Contig ID 


184304 1.R1040 


5' -most EST 


fde700875979.hl 


Seq. No. 


28981 


Contig ID 


184347 1.R1040 


5' -most EST 


fde700876044.hl 


Seq. No. 


no Pino 

28982 


Contig ID 


184382 1.R1040 


5' -most EST 


hrw701058203.hl 


Seq. No. 


28983 


Contig ID 


184402 1.R1040 


S'-most EST 


goo091ol 


Method 


BLASTX 


NCBI GI 


g4Uizio 


BLAST score 


352 


E value 


3.0e-33 


Match length 


118 


% identity 


58 


NCBI Description 


ANT HRAN I LATE PHOSPHORIBOSYLTRANSFERASE PRECURSOR >gi_l 



4473 



# 



(M96073) phosphoribosylanthranilate transferase 

[Arabidopsis thaliana] >gi_4 4 5600_prf 1909347A 

phosphoribosylanthranilate transferase [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 1 -most EST 



28984 

184404_1.R1040 

jC-gmle01810086g04al 

BLASTX 

g4572676 

387 

2.0e-37 

129 

60 

(AC006954) unknown protein [Arabidopsis thaliana] 
28985 

184414_1.R1040 
fde700876809.hl 

28986 

184420_1.R1040 
fde700876155.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



28987 

184421_1.R1040 
fde700877225.hl 

28988 

184422_1.R1040 
epx701105813.hl 

28989 

184441_1.R1040 
zhf700955464.hl 

28990 

184445_1.R1040 

jC-gmfl02220056al0al 

BLASTN 

g3243214 

41 

1.0e-13 

163 

87 

Arabidopsis thaliana BAC T19B17 from chromsome IV, near 
19.3 cM, complete sequence [Arabidopsis thaliana] 

28991 

184488_1.R1040 
fde700876250.hl 

28992 

184516_1.R1040 
fde700877171.hl 
BLASTX 
gl652609 



4474 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 



150 

5.0e-10 

78 
36 

(D90906) 2-hydroxy-6-oxohepta-2, 4-dienoate hydrolase 
[Synechocystis sp.] 

28993 

184528JL.R1040 

jC»gmle01810040d01al 

BLASTX 

g4455278 

115 

2.0e-13 

156 
25 

(AL035527) hypothetical protein [Arabidopsis thaliana] 
28994 

184530_1.R1040 
fde700877123.hl 



Seq. No. 
Contig ID 
5' -most EST 



28995 

184545_1.R1040 
fde700876343.hl 



Seq. No. 
Contig ID 
5 '-most EST 



28996 

184597JL.R1040 
fde700876433.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



28997 

184604_1.R1040 

fde700876445.hl 

BLASTX 

gl279911 

441 

3.0e-44 

84 

98 

(U52963) mitogen-activated protein kinase [Nectria 
haematococca var. brevicona] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 
Method 



28998 

184612_1.R1040 

fde700876454.hl 

BLASTX 

g3522948 

357 

8.0e-34 

143 

54 

(AC004411) hypothetical protein [Arabidopsis thaliana] 
28999 

184628_1.R1040 

g5342489 

BLASTX 



4475 



(II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g2137562 
130 

2.0e-17 

181 

35 

mouse Dhml protein - mouse >gi_1060921_dbj_BAA07524_ 
(D38517) Dhml protein [Mus musculus] 

29000 

184629JL.R1040 

fde700876476.hl 

BLASTX 

gl33961 

311 

6.0e-29 

83 
70 

40S RIBOSOMAL PROTEIN S4 (OMNIPOTENT SUPRESSOR PROTEIN 

SUP44) (RP12) (S2E) >gi_70888_pir R3BYS2 ribosomal protein 

S2.e - yeast (Saccharomyces cerevisiae) >gi_172793 (M59375) 
ribosomal protein S4 [Saccharomyces cerevisiae] 
>gi_1322683_emb_CAA96831__ (Z72645) ORF YGL123w 

[Saccharomyces cerevisiae] >gi_1628451_emb_CAA63835_ 

(X94106) SUP44 [Saccharomyces cerevisiae] 

29001 

184665JL.R1040 

g5606302 

BLASTX 

gl705651 

444 

6.0e-4 4 

141 

61 

20 KD NUCLEAR CAP BINDING PROTEIN (NCBP 20 KD SUBUNIT) 
(CBP20) >gi_984139_emb_CAA58962_ (X84157) subunit of the 
dimeric cap binding complex CBC [Homo sapiens] 

>gi_1582342_prf 2118330A cap-binding protein [Homo 

sapiens] 

29002 

184684_1.R1040 
jC-gmst02400049d06al 



Seq. No. 

Contig ID 
5' -most EST 



29003 

184705_1.R1040 
fde700876592.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



29004 

184708_1.R1040 

fde700877110.hl 

BLASTX 

g3876337 

270 

4.0e-24 

72 
69 
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# 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



(Z79754) similar to nucleoside diphosphate kinase; cDNA EST 
CEMSG50F comes from this gene; cDNA EST EMBL:D71761 comes 
from this gene; cDNA EST EMBL:D72901 comes from this gene; 
cDNA EST EMBL:D72956 comes from this gene; cDNA ES 

29005 

184713JL.R1040 
fde700876604.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29006 

184749J..R1040 

sat701012630.hl 

BLASTX 

g2160692 

863 

4.0e-93 
193 
83 

(U73527) B 
thaliana] 



regulatory subunit of PP2A [Arabidopsis 



29007 

184792_1.R1040 

fde700876732.hl 

BLASTX 

g3025189 

178 

3.0e-13 

69 
57 

HYPOTHETICAL 67.1 KD PROTEIN SLL1770 

>gi_1652753_dbj_BAA17672_ (D90908) ABCl-like [Synechocystis 
sp.] 

29008 

184804_1.R1040 

zsg701119021.hl 

BLASTX 

g2344854 

161 

1.0e-10 

128 

36 

(Z98756) endopeptidase IV [Mycobacterium leprae] 
29009 

184808_1.R1040 

zsg701118427.hl 

BLASTX 

g2842482 

183 

1.0e-13 

73 

41 

(AL021749) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 



4477 



Seq. No. 


29010 


Contig ID 


lo4olo 1.K1U4U 


5 ' -most EST 


zni /uuyooo/4.n± 


Method 


BLASTX 


NCBI GI 


g2262116 


BLAST score 


247 


E value 


4 . Oe-zl 


Match length 


122 


% identity 


43 


NCBI Description 


(AC002343) cellulose 


Seq. No. 


29011 


Contig ID 


184840 1.R1040 


5 T -most EST 


jex700909913.hl 


Seq. No. 


29012 


Contig ID 


184850 1.R1040 


5' -most EST 


fde70087714 9 .hi 


Seq. No. 


29013 


Contig ID 


184856 1.R104U 


5' -most EST 


rde /UUo / bo4 4 .ni 


Method 


BLASTX 


NCBI GI 


glU / ojj4 


BLAST score 


175 


E value 


6.0e-13 


Match length 


82 


% identity 


48 


NCBI Description 


hypothetical protein 



>gi_4 9 9 1 6 8_emb_CAA5 6 1 4 5_ 
thaliana] 



(X79707) HYP1 [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



29014 

184860JL.R1040 
fua701041059.hl 



Seq. No. 

Contig ID 
5' -most EST 



29015 

184869J..R1040 
fde700876880.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29016 

184876_1.R1040 
sat701011851.hl 

29017 

184877_1.R1040 

dpv701102090.hl 

BLASTX 

g3355477 

425 

3.0e-42 

91 

50 

(AC004218) putative P-glycoprotein, pgpl [Arabidopsis 
thaliana] 



Seq. No. 



29018 



4478 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



184878J..R1040 
fde700877003.hl 

29019 

184902JL.R1040 
uC-gmf IminsoyO 1 8h0 6b 1 

29020 

184915_1.R1040 

uC-gmrominsoy030h02bl 

BLASTN 

g4220643 

39 

2.0e-12 

200 
81 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MWD22, complete sequence [Arabidopsis thaliana] 



PI clone 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29021 

184919_1.R1040 

zzp700836090.hl 

BLASTX 

g3063455 

426 

5.0e-42 

98 

76 

(AC003981) F22013, 



17 [Arabidopsis thaliana] 



29022 

184969JL.R1040 
g5057575 

29023 

185038_1.R1040 

fde700877132.hl 

BLASTX 

gl001541 

160 

4.0e-ll 

74 

41 

(D64000) ABC transporter [Synechocystis sp.] 
29024 

185045_1.R1040 

fC-gmst700894694a3 

BLASTX 

g4204303 

319 

1.0e-29 

73 

79 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 



4479 



€1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29025 

185098JL.R1040 

hrw701057980.hl 

BLASTX 

g2880047 

481 

2.0e-48 
132 

70 , 
(AC002340) hypothetical protein [Arabidopsis thaliana] 

29026 

185110JL.R1040 

jC-gmle01810024e05al 

BLASTX 

g3928543 

196 

8.0e-15 
139 

35 ^ 
(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 

thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



29027 

185147_1.R1040 

fde700877282.hl 

BLASTX 

g3341693 

163 

2.0e-ll 

74 

45 

(AC003672) unknown protein [Arabidopsis thaliana] 
29028 

185191_1.R1040 
leu701156146.hl 

29029 

185202_2.R1040 

gsv701047468.hl 

BLASTX 

g3024871 

357 

4.0e-34 

111 

57 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579__dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp.] 

29030 

185205_1.R1040 

xzm700763756.hl 

BLASTX 

gl707642 

348 



4480 



E value 


7.0e-33 


Match length 


141 


% identity 


52 


NCBI Description 


(Y07748) TMK [Oryza 


Seq. No. 


29031 


Contia ID 


185233 1 R1040 


5 '-most EST 


gsv701053512.hl 


Seq. No. 


29032 


Contig ID 


185236 1.R1040 


5 1 -most EST 


xzm700763802.hl 


Seq. No. 


29033 


Contig ID 


185246_1.R1040 


5 1 -most EST 


uC-gmropic!12d05bl 


Method 


BLASTX 


NCBI GI 


g961450 


BLAST score 


153 


E value 


5.0e-10 


Match length 


69 


% identity 


39 


NCBI Description 


(D63879) KIAA0156 g 



nucleolin. [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29034 

185258_1.R1040 

fC-gmle7000763827fl 

BLASTX 

g3192042 

404 

1.0e-39 

117 
62 

(AL023796) phosphoglucomutase [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 
5 '-most EST 



29035 

185315JL.R1040 
xzm700763896.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29036 

185318J..R1040 

fC-gmro7000763905fl 

BLASTX 

g3892866 

173 

5.0e-12 

146 

4 

(X56958) ankyrin (brank-2) 



[Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



29037 

185346J..R1040 

kll701204634.hl 

BLASTX 

g4539347 

104 



4481 



# 



E value 
Match length 
% identity 
NCBI Description 



4.0e-ll 

94 
43 

(AL035539) putative growth regulator protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity. 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29038 

185351JL.R1040 

jC-gmro02910069d03al 

BLASTX 

g2213602 

293 

2.0e-26 

125 

50 

(AC000348) T7N9.22 [Arabidopsis thaliana] 
29039 

185366_1.R1040 

pmv700894654.hl 

BLASTN 

g3695060 

162 

4.0e-86 

286 
90 

Lotus japonicus rac GTPase activating protein 2 mRNA, 
partial cds 

29040 

185376_1.R1040 

sat701006641.hl 

BLASTX 

g2129956 

255 

3.0e-22 

74 

68 

photoassimilate-responsive protein PAR-lc precursor - 
common tobacco >gi_871489_emb_CAA58732_ (X83852) mRNA 
inducible by sucrose and salicylic acid and potato virus Y 
expressed in sugar-accumulating plants [Nicotiana tabacum] 

29041 

185394_1.R1040 

yza700764023.hl 

BLASTX 

g3873408 

214 

5.0e-17 

138 
31 

(L76926) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



29042 

185407 1.R1040 



4482 



(J[> 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



epx701103845.hl 

BLASTX 

g3063706 

345 

2.0e-32 

173 

45 

(AL022537) putative protein [Arabidopsis thaliana] 
29043 

185410_1.R1040 

pxt700941214.hl 

BLASTX 

gl491617 

749 

1.0e-79 

193 

75 

(X99952) peroxidase [Arabidopsis thaliana] 



Seq. No. 29044 

Contig ID 185424_1 .R1040 

5 f -most EST zsg701117471 .hi 

Method BLASTX 

NCBI GI g2979555 

BLAST score 227 

E value 7.0e-19 

Match length 97 

% identity 45 

NCBI Description (AC003680) unknown protein [Arabidopsxs 



Seq. No. 29045 

Contig ID 185450_1.R1040 

5' -most EST fua701039269 . hi 

Method BLASTX 

NCBI GI g3236246 

BLAST score 526 

E value 9.0e-54 

Match length 106 

% identity 87 , . 

NCBI Description (AC004684) putative expansin protein [Arabidopsxs tnali 

Seq. No. 29046 

Contig ID 185461J. .R1040 

5 '-most EST zzp700829558 .hi 



Seq. No. 29047 

Contig ID 185465JL . R1040 

S'-most EST zzp700832744.hl 



Seq. No. 29048 

Contig ID 185471_1 . R1040 

S'-most EST pmv700889702.hl 

Method BLASTX 

NCBI GI g2244898 

BLAST score 4 92 

E value 1.0e-49 



4483 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



146 
63 

(Z97338) strong similarity to protein phosphatase 2A 
regulatory chain, 74K [Arabidopsis thaliana] 

29049 

185480J..R1040 
asn701139454.hl 



Seq* No. 
Contig ID 
5 T -most EST 



29050 

185483JL.R1040 
zhf700963571.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Msijeh Length 

^Identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29051 

185486_1.R1040 

zzp700829606.hl 

BLASTX 

g2493318 

265 

2.0e-23 

76 

74 

BLUE COPPER PROTEIN PRECURSOR >gi_562779_emb_CAA80963_ 
(Z25471) blue copper protein [Pisum sativum] 
>gi_1098264_prf 2115352A blue Cu protein [Pisum sativum] 

29052 

185527JL.R1040 
jex700905589.hl 



29053 

185547JL.R1G40 

zzp700832556.hl 

BLASTX 

gl076715 

172 

l-0e-12 

57 

53 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



- barley >gi_40458 9 



29054 

185557_1.R1040 

jex700903613.hl 

BLASTX 

gl710663 

392 

2.0e-38 

90 
77 

PUTATIVE DNA- DIRECTED RNA POLYMERASE III 130 KD POLYPEPTIDE 
(RNA POLYMERASE III SUBUNIT 2) >gi_1204 209_emb_CAA93558_ 
(Z69727) putative DNA-directed RNA polymerase III 130 kd 
subunit [Schizosaccharomyces pombe] 



Seq. No. 



29055 



4484 



# 



Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



185558_1.R1040 
dpv701102174.hl 

29056 

185581JL.R1040 
jC-gmfl02220073a03al 
BLASTX 
g2760839 
241 

3.0e-20 
93 
53 

(AC003105) putative receptor 
29057 

185604^1. R1040 
uC-gmr omins o y 1 7 7 a 0 6b 1 

29058 

185612JL.R1040 
zzp700829884.hl 

29059 

185627JL.R1040 
zzp700834172.hl 

29060 

185660JL.R1040 
uC-gmrominsoy073c05bl 

29061 

185661JL.R1040 
zzp700833292.hl 
BLASTX 
g2317717 
250 

8.0e-22 
75 
56 

(AF012943) RblA [Dictyostelium 
29062 

185667J.. R1040 
zzp700829991.hl 

29063 

185678_1.R1040 

jC-gmro02910048glldl 

BLASTX 

g3243234 

162 

4.0e-ll 

38 

79 

(AF071477) isoflavone reductase 
communis] 



kinase [Arabidopsis thaliana] 



discoideum] 



related protein [Pyrus 



4485 



CD 



Seq. No. 


29064 


Contig ID 


185679 1.R1040 


5' -most EST 


jsh701070177.hl 


Method 


BLASTX 


KtfDT (IT 


y o*± jo i y 


BLAST score 


404 


E value 


8.0e-40 


Match length 


87 


&• A ^\ m 4— -I +- 5 t 

^ luenuiuy 




NCBI Description 


(L22847) HAHB-1 


Seq. No. 


29065 


uonuig iu 


IojOoj 1.K1U4U 


5' -most EST 


sat701009239.hl 


Seq. No. 


29066 


Contig ID 


185684 1.R1040 


5' -most EST 


asn701132976.hl 


Seq. No. 


29067 


Contig ID 


185694 1.R1040 


5' -most EST 


zzp700830049.hl 


Method 


BLASTX 




go DO OX / / 


BLAST score 


479 


E value 


6.0e-48 


Match length 


128 


% identity 


70 


NCBI Description 


(AL031804) putat 


Seq. No. 


29068 


Contig ID 


185754 1.R1040 


5' -most EST 


zzp700830288.hl 


Method 


BLASTX 


NCBI GI 


g4097522 


jtsiiAbi score 




E value 


2.0e-60 


Match length 


142 


% identity 


80 


NCBI Description 


(U63534) cinnamy 




ananassa] 


Seq. No. 


29069 


Contig ID 


185765 1.R1040 


5' -most EST 


zzp700830201.hl 



[Helianthus annuus] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



29070 

185786JL.R1040 
jC-gmro02910052fllal 

29071 

185800JL.R1040 
jC-gmst024 00044h01al 

29072 

185812_1.R1040 
zzp700830276.hl 



4486 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29073 

185824_1.R1040 

sat701007490.h2 

BLASTX 

g3548806 

260 

3.0e-22 

123 

39 

(AC005313) unknown protein [Arabidopsis thaliana] 
29074 

185884JL.R1040 
hrw701060967.hl 

29075 

185901_1.R1040 

zzp700830441.hl 

BLASTX 

g4309698 

244 

8.0e-21 

101 

55 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29076 

185911JL.R1040 

zsg701123782.hl 

BLASTX 

g4539301 

275 

4.0e-24 

111 

51 

(AL049480) putative mitochondrial protein [Arabidopsis , 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



29077 

185920JL.R1040 

zzp700830472.hl 

BLASTX 

g4558678 

181 

8.0e-13 

86 

42 

(AC006586) unknown protein [Arabidopsis thaliana] 
29078 

185928JL.R1040 
jsh701068871.hl 



Seq. No. 
Contig ID 



29079 

185971 1.R1040 



4487 



5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



zzp700830562.hl 
29080 

185976JL.R1040 

zzp700830758.hl 

BLASTX 

g4567265 

141 

6.0e-20 

77 

70 

(AC006841) putative kinesin protein [Arabidopsis thaliana] 
29081 

185983_1.R1040 
fua701039571.hl 



Seq. No. 
Contig ID 
5' -most EST 



29082 

185994JL.R1040 
uC-gmropic035hllbl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29083 

185994_2.R1040 
zzp700830606.hl 

29084 

186007_1.R1040 

uC-gmrominsoy246d04bl 

BLASTX 

g3135273 

308 

4.0e-28 

120 
53 

(AC003058) hypothetical protein [Arabidopsis thaliana] 
>gi_4191773 (AC005917) putative WD-40 repeat protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



29085 

186011_1.R1040 

uC-gmropicl02h03bl 

BLASTX 

g3319349 

246 

6.0e-21 

119 

43 

(AF077407) No definition line found [Arabidopsis thaliana] 
29086 

186029J..R1040 
zzp700830656.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29087 

186035J..R1040 
zzp700830663.hl 



4488 



(i 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29088 

186043J..R1040 

g5126618 
BLASTX 
g2832661 
179 

5.0e-13 

73 

51 

(AL021710) pherophorin 
thaliana] 



- like protein [Arabidopsis 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29089 

186051J..R1040 
leu701151237.hl 

29090 

186061JL.R1040 

sat701009937.h2 

BLASTX 

g571484 

378 

1.0e-36 

91 

81 

(U16727) peroxidase precursor [Medicago truncatula] 
29091 

186079_1.R1040 
zzp700830727.hl 

29092 

186090JL.R1040 
sat701004872.hl 

29093 

186116JL.R1040 

zhf700959735.hl 

BLASTX 

g3746060 

290 

5.0e-26 

60 

83 

(AC005311) unknown protein [Arabidopsis thaliana] 
29094 

186134_1.R1040 

zzp700830813.hl 

BLASTX 

g2344894 

453 

2.0e-45 

98 

27 

(AC002388) hypothetical protein [Arabidopsis thaliana] 



4489 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29095 

186146J..R1040 

zzp700830930.hl 

BLASTX 

g3004556 

390 

3.0e-38 

84 

86 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
29096 

186174_1.R1040 

zzp700830882.hl 

BLASTX 

g4314391 

270 

5.0e-28 

88 

71 

(AC006232) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29097 

186180J..R1040 

uC-giuropicl20cl2bl 

BLASTN 

g4220633 

52 

3.0e-20 

200 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K7J8, complete sequence [Arabidopsis thaliana] 



TAC clone: 



Seq. No. 
Contig ID 
5' -most EST 



29098 

186181J..R1040 
zzp700830892.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29099 

186194J..R1040 

zzp700830922.hl 

BLASTX 

g3080448 

212 

2.0e-17 

61 

64 

(AL022605) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29100 

186196JL.R1040 
zzp700830925.hl 



Seq. No. 
Contig ID 
5' -most EST 



29101 

186201J..R1040 
zhf700953126.hl 



4490 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29102 

186206_JL.R1040 

zzp700830940.hl 

BLASTX 

g2827638 

166 

8.0e-I2 

93 
43 

(AL021636) Cytochrome P450-like protein [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5' -most EST 



29103 

186233JL.R1040 
zzp700830985.hl 



Seq. No. 

Contig ID 
5' -most EST 



29104 

186234_1.R1040 
zzp700830986.hl 



Seq. No. 
Contig ID 
5' -most EST 



29105 

186278JL.R1040 
gsv701045850.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29106 

186283JL.R1040 
zzp700831073.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29107 

186329_1.R1040 
jex700909430.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29108 

186331_1.R1040 
zzp700831134.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29109 

186332_1.R1040 

j C-gmr oO 2 9 1 0 0 0 lb 0 6dl 

BLASTX 

gl652082 

199 

2.0e-15 

67 
58 

(D90902) UDP-3-0-acyl 
[Synechocystis sp.] 



N-acetylglcosamine deacetylase 



Seq. No. 
Contig ID 
5 '-most EST 



29110 

186382JL.R1040 
zzp700831205.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



29111 

186398_1.R1040 
zzp700831222.hl 
BLASTX 
g2736286 



4491 





412 


E value 


2.0e-40 


Match length 


84 


% identity 


90 


NCBI Description 


(AF031079) isopentenyl diphosphate isomerase I [Camptotheca 




acuminata] 


Seq. No. 


29112 


Contig ID 


186407 1.R1040 


5' -most EST 


awf700838333.hl 


Method 


BLASTX 






BLAST score 


352 


E value 


3.0e-33 


Match length 


95 




69 


NCBI Description 


(AF066050) thymidine kinase [Oryza sativa] 


Seq. No, 


29113 


Contig ID 


186432 1.R1040 


5' -most EST 


zzp700831275.hl 


Seq. No, 


29114 


Contig ID 


186475 1.R1040 


5' -most EST 


sat701005501.hl 


Method 


BLASTX 


NCRT GT 




BLAST score 


143 


E value 


5.0e-09 


Match length 


72 


% identity 


12 


NCBI Description 


(AC005309) unknown protein [Arabidopsis thaliana] 


Seq. No, 


29115 


Contig ID 


186486 1.R1040 


5' -most EST 


pxt700943302.hl 


Method 


BLASTN 






BLAST score 


55 


E value 


3.0e-22 


Match length 


79 


S- T ITS 4* ^ 4™ T T 

i> laenuiLy 




NCBI Description 


L.japonicus mRNA for small GTP-binding protein, RAC2 


Seq. No. 


29116 


Contig ID 


186503 1.R1040 


5 '-most EST 


jsh701065671.hl 


Seq. No. 


29117 


Contig ID 


186517 1.R1040 


5' -most EST 


zzp700831429.hl 


Method 


BLASTX 


NCBI GI 


g2252827 


BLAST score 


403 


E value 


1.0e-39 


Match length 


100 


% identity 


75 



4492 



(D 



NCBI Description (AF013293) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29118 

186518JL.R1040 

zzp700831430.hl 

BLASTN 

g4159704 

35 

6.0e-10 

71 
87 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MCB17, complete sequence [Arabidopsis thaliana] 



Seq, No. 
Contig ID 
5 '-most EST 



29119 

186539_1.R1040 
zzp700831477.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29120 

186548J..R1040 

zzp700831491.hl 

BLASTX 

g3947735 

379 

2.0e-36 

119 

61 

(AJ009720) NL27 



[Solanum tuberosum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29121 

186556_1.R1040 

hrw701060646.hl 

BLASTX 

g2252631 

312 

1.0e-28 

115 

61 

(U95973) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29122 

186574_1.R1040 

zzp700831529.hl 

BLASTX 

g4539321 

271 

8.0e-24 

69 

70 

(AL035679) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29123 

186584_1.R1040 
zzp700831550.hl 



Seq. No. 
Contig ID 



29124 

186656 1.R1040 



4493 



(1 



5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmropicl01e02bl 

BLASTX 

g4510401 

371 

1.0e-35 

85 

72 

(AC006587) putative general negative regulator of 
transcription [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29125 

186658JL.R1040 

jC-gmst02400033f02al 

BLASTX 

g2529677 

216 

2.0e-17 

120 
42 

(AC002535) 
thaliana] 



kinesin-like protein, heavy chain [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



29126 

186662JL.R1040 
uC-gmr omins oyO 8 3dl Ob 1 



Seq. No. 
Contig ID 
5 '-most EST 



29127 

186662^2. R1040 
leu701147412.hl 



Seq. No. 
Contig ID 
5' -most EST 



29128 

186677JL.R1040 
gsv701049260.hl 



Seq. No. 
Contig ID 
5' -most EST 



29129 

186697JL. R1040 
zzp700831730.hl 



Seq. No. 
Contig ID 
5' -most EST 



29130 

186734JL.R1040 
kll701202390.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29131 

186756JL.R1040 
zzp700831811.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29132 

186789JL. R1040 

zzp700831860.hl 

BLASTN 

g2828183 

46 

8.0e-17 

82 
89 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MPL12, complete sequence [Arabidopsis thaliana] 



PI clone: 



4494 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29133 

186835__1.R1040 

kll701213194.hl 

BLASTX 

g3047075 

214 

1.0e-17 

72 
53 

(AF058914) contains similarity to SRF-type transcription 
factors DNA-binding and dimerization domains (PFam: 
transcript_fact .hmm, score 58.97) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 f -most EST 



29134 

186836J..R1040 
f jg700968457.hl 



Seq. No. 
Contig ID 
5' -most EST 



29135 

186859J..R1040 
zzp700833807.hl 



Seq. No. 

Contig ID 
5' -most EST 



29136 

186871JL.R1040 
gsv701051432.hl 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29137 

186874JL.R1040 

g4284638 

BLASTX 

g4107099 

393 

4.0e-38 

136 
57 

(AB015141) AHP1 [Arabidopsis thaliana] 
>gi_4156245_dbj_BAA37112_ (AB012570) ATHP3 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



29138 

186887J..R1040 
dpv701102773.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



29139 

186901_1.R1040 
uC-gmropic064h06bl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29140 

186931_1.R1040 

zzp700832477,hl 

BLASTX 

g2244866 

193 

4.0e-15 

81 
46 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



4495 



CD 



Seq. No. 


29141 


Contig ID 


186976 1.R1040 


5' -most EST 


leu701156322.hl 


Sea. No 


29142 


Contig ID 


187004 1.R1040 


5 '-most EST 


zzp700832146.hl 


Seq. No. 


29143 


Contig ID 


187007 1.R1040 


5' -most EST 


sat701009295.hl 


Seer. No. 


29144 


Contig ID 


187013 1.R1040 


5 '-most EST 


zzp700832162.hl 


Seq. No. 


29145 


Contig ID 


187021 1.R1040 


5' -most EST 


pmv700892075.hl 


Seq. No. 


29146 


Contig ID 


187041J..R1040 


5' -most EST 


uC-gmropic041d04bl 


Method 


BLASTX 


NCBI GI 


g4335751 


BLAST score 


480 


E value 


2.0e-48 


Match length 


102 


% identity 


83 


NCBI Description 


(AC006284) putative 



thaliana] 



putative methyltransferase [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



29147 

187079JL.R1040 
zzp700832247.hl 

29148 

187092J..R1040 

jC-gmfl02220072h05al 

BLASTN 

g914860 

178 

2.0e-95 

404 

86 

M.varia mRNA for mitotic cyclin 
29149 

187100JL.R1040 
bth700849008.hl 



Seq. No. 
Contig ID 
5' -most EST 



29150 

187105JL.R1040 
uC-gmrominsoyl23e01bl 



Seq. No. 



29151 



4496 



CD 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



187108_1. R1040 

fua701040291.hl 

BLASTX 

g416922 

337 

1.0e-31 

81 

78 

DEOXYURIDINE 5 1 -TRIPHOSPHATE NUCLEOTIDOHYDROLASE (DUTPASE) 

(DUTP PYROPHOSPHATASE) (P18) >gi_282947_pir JQ1599 dUTP 

pyrophosphatase (EC 3.6.1.23) - tomato 

>gi_251897_bbs_109276 (S40549) deoxyuridine triphosphatase, 
dUTPase, P18 {EC 3.6.1.23} [tomatoes, Tint Tim cultivar 
LA154, Peptide, 169 aa] [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5 '-most EST 



29152 

187133J..R1040 
g5688128 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29153 

187134J..R1040 

zzp700832368.hl 

BLASTX 

gl091678 

144 

3.0e-09 

100 

33 

activator-like transposable element [Pennisetum glaucum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29154 

187135JL.R1040 

g4313562 

BLASTN 

g4115370 

55 

9.0e-22 

127 

86 

Arabidopsis thaliana chromosome II BAC F27D4 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



29155 

187155JL.R1040 
k!1701206753.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29156 

187161JL.R1040 

zzp700832411.hl 

BLASTX 

g4580462 

231 

3.0e-19 

127 

46 

(AC006081) hypothetical protein [Arabidopsis thaliana] 



4497 



Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29157 

187176JL.R1040 

jC-gmle01810090c06dl 

BLASTX 

g2388585 

262 

1.0e-22 

109 

56 

(AC000098) Similar to Caenorhabditis unknown 
T03F1.1 (gb_U88169) . [Arabidopsis thaliana] 



protein 



29158 

187188JL.R1040 

jC-gmst02400047e04dl 

BLASTX 

g4539324 

294 

1.0e-26 

140 

50 

(AL03567 9) kinesin like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29159 

187282__1.R1040 
zzp700832571.hl 

29160 

187287JL.R1040 

fC-gmro700877049dl 

BLASTN 

gl806139 

43 

9.0e-15 

151 

89 

M.sativa mRNA for cdc2 



kinase homologue, cdc2MsC 



Seq. No. 
Contig ID 
5 '-most EST 



29161 

187329JL.R1040 
uC-gmr omins oy 1 4 0 dO 9bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 



29162 

187335J..R1040 

bth700849582.hl 

BLASTX 

gl922242 

249 

2.0e-21 

66 

76 

(Y10084) hypothetical protein [Arabidopsis thaliana] 
29163 

187351JL.R1040 
zzp700833703.hl 



4498 



# 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



29164 

187355JL.R1040 
dpv701103408.hl 

29165 

187392_1.R1040 
zhf700953442.hl 

29166 

187411_1.R1040 
pmv700892727.hl 

29167 

187468JL.R1040 
g4290412 

29168 

187485_1.R1040 
zzp700832828.hl 

29169 

187501_1.R1040 
jC-gmro02910061d07al 

29170 

187515JL.R1040 

zzp700832864.hl 

BLASTX 

g3021270 

371 

2.0e-35 
122 

59 ... 
(AL022347) serine/threonine kinase -like protein 

[Arabidopsis thaliana] 
29171 

187527JL.R1040 

zzp700832881.hl 

BLASTX 

g3608495 

339 

4.0e-32 

82 

82 

(AF089738) plastid division protein FtsZ [Arabidopsis 
thaliana] >gi_4510351_gb_AAD21440 . 1_ (AC006921) plastid 
division protein FtsZ [Arabidopsis thaliana] 

29172 

187535_1.R1040 

zzp700832890.hl 

BLASTX 

g3335341 

204 

3.0e-16 
84 



4499 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



55 

(AC004512) T8F5.10 [Arabidopsis thaliana] 
29173 

187537_1.R1040 
asn701135218.hl 

29174 

187547_1.R1040 
uC-gmrominsoyl7 leO 9bl 

29175 

187594_1.R1040 
zzp700833073.hl 

29176 

187598_1.R1040 

uC-gmrominsoyll7g!2bl 

BLASTX 

g4337174 

246 

5.0e-21 

117 

50 

(AC006416) Similar to gi_1573829 HI0816 aminopeptidase P 
homolog (pepP) from Haemophilus influenzae genome 
gb_U32764. [Arabidopsis thaliana] 

29177 

187602JL.R1040 
fua701037621.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



29178 

187621_1.R1040 
uC-gmropic004a03bl 

29179 

187622_1.R1040 
zzp700833005.hl 

29180 

187631_1.R1040 
sat701014046.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



29181 

187656_1.R1040 
zzp700833048.hl 

29182 

187712_1.R1040 

hrw701058357.hl 

BLASTX 

g3236235 

357 

3.0e-34 

77 

81 



4500 



NCBI Description 



(AC004 684) unknown protein [Arabiciopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 



Seq. No, 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



29183 

187724_1.R1040 
zzp700833130.hl 

29184 

187737_1.R1040 

bth700844156.hl 

BLASTX 

gll68719 

313 

2.0e-28 

108 

57 

C6.1A PROTEIN >gi_213517 6_pir 138167 gene C6.1A protein - 

human >gi_36088_emb_CAA45917_ (X64643) C6.1A [Homo sapiens] 

29185 

187761JLR1040 

uC-gmrominsoy057d02bl 

BLASTX 

g4206210 

554 

2.0e-56 

232 

50 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

29186 

187842JL.R1040 
uC-gmropic022c04bl 

29187 

187845_1. R1040 

uC-gmrominsoyl28h04bl 

BLASTX 

g3250697 

601 

2.0e-62 

136 

84 

(AL024486) putative protein [Arabidopsis thaliana] 
29188 

187845_2.R1040 
fua701039548.hl 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 



29189 

187849JLR1040 
zzp700833293.hl 
BLASTN 
g4580454 



4501 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



36 

6.0e-ll 

88 
85 

Arabidopsis thaliana chromosome II BAC T2G17 genomic 
sequence, complete sequence 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29190 

187853J..R1040 

zhf700960325.hl 

BLASTX 

g3157942 

149 

6.0e-10 

73 
49 

(AC002131) Similar to style development- specific protein 
9612 precursor gb_X55193 and pectate lyase P59 precursor 
gb_X154 99 from Lycopersicon esculentum. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



29191 

187858J..R1040 
zzp700833309.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



29192 

187870J..R1040 
zhf700952319.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



29193 

187870_2.R1040 
jex700908277.hl 



Seq. No. 
Contig ID 
5' -most EST 



29194 

187878JL.R1040 
zzp700833333.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29195 

187882JL.R1040 

zzp700833337.hl 

BLASTX 

g3608263 

322 

6.0e-30 

82 

76 

(AB017565) Dof zinc finger protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



29196 

187898_1.R1040 
zzp700833362.hl 



Seq. No. 
Contig ID 
5' -most EST 



29197 

187904JL.R1040 
zz P 700833369.hl 



Seq. No. 



29198 



4502 



# 



Contia ID 


187917 1.R1040 


5' -most EST 


zzp700833386.hl 




29199 


Contig ID 


187922 1.R1040 


5' -most EST 


uC-gmropiclOldOlbl 


Method 


BLASTX 


NCBI GI 


g3063449 


BLAST score 


511 


E value 


7.0e-52 


Match length 


137 


% identity 


70 


NCBI Description 


(AC003981) F22013. 


Seq. No. 


29200 


Contia TD 


187929 1 R1040 


5' -most EST 


sat701003791 hi 




29201 


Contig ID 


187955 1.R1040 


5 1 -most EST 


zzp700836295.hl 


Method 


BLASTN 


NCBI GI 


g4432829 


BLAST score 


33 


E value 


4.0e-09 


Match length 


41 


% identity 


95 


NCBI Description 


Arabidopsis thalia 



[Arabidopsis thaliana] 



sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29202 

187970JL.R1040 

zhf700954165.hl 

BLASTX 

g3128192 

794 

5.0e-85 

190 

78 

(AC004521) axi 1-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



29203 

187997_1.R1040 
uC-gmromins oy2 2 4 gO 6b 1 



Seq. No. 
Contig ID 
5' -most EST 



29204 

188Q21JL.R1040 
uC-gmropic089h09bl 



Seq. No. 

Contig ID 
5' -most EST 



29205 

188026J..R1040 
sat701008619.hl 



Seq. No. 
Contig ID 
5' -most EST 



29206 

188G93JL.R104G 
fC-gmse7000764839fl 



4503 



0 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



29207 

188105_1.R1040 
jC-gmst02400060elOdl 

29208 

188118JL.R1040 

zzp700833677.hl 

BLASTX 

g4567279 

353 

3.0e-33 

142 

52 

(AC006841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

29209 

188119JL.R1040 
gsv701053208.hl 

29210 

188126_1.R1040 
pxt700945449.hl 

29211 

188128JL.R104Q 

gsv701048757.hl 

BLASTX 

g4538961 

937 

1.0e-101 

205 

80 

(AL04 9488) isoleucine-tRNA ligase-like protein [Arabidopsis 
thaliana] 

29212 

188156_1.R1040- 

bth700848590.hl 

BLASTX 

g4262224 

159 

3.0e-14 

67 

64 

(AC006200) putative amino acid or GABA permease 
[Arabidopsis thaliana] 

29213 

188172_1.R1040 
zzp700833757.hl 

29214 

188183_1.R1040 
zzp700833768.hl 



Seq. No. 



29215 



4504 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188190J..R104G 

zzp700833776.hl 

BLASTX 

g3043612 

275 

2.0e-24 

131 

40 

(AB011116) KIAA0544 protein [Homo sapiens] 
29216 

188204JL.R1040 
uC-gmrominsoyl58c08bl 

29217 

188204_3.R1040 
pmv700890839.hl 

29218 

188211JL.R1040 

zzp700833804.hl 

BLASTX 

g3377941 

194 

8.0e-15 

82 
38 

(AL021960) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No* 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



29219 

188231JL.R1040 

leu701150952.hl 

BLASTX 

g4455371 

324 

2.0e-30 

90 

70 

(AL035524) putative protein [Arabidopsis thaliana] 
29220 

188240JL.R1040 
zzp700833839.hl 

29221 

188247J..R1040 
jsh701064965.hl 

29222 

188248JL.R1040 

zzp700833848.hl 

BLASTX 

g3482979 

332 

6.0e-31 
87 



4505 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



71 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb_AAD23672.1_AC007070_21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 



29223 

188249_1.R1040 

bth700848866.hl 

BLASTX 

g!076486 

231 

1.0e-19 

74 

64 

ciml protein - soybean >gi_555616 
induced message [Glycine max] 



(U03860) cytokinin 



29224 

188280_1.R1040 

jC-gmle01810045f07al 

BLASTX 

g3152566 

147 

2.0e-09 

109 

58 

(AC002986) Similar to hypothetical protein YLR002c, 
gb__27314 from S. cerevisiae* [Arabidopsis thaliana] 

29225 

188281JL.R1040 
zzp700833886.hl 

29226 

188285_1.R1040 

2hf700957450.hl 

BLASTN 

g3894098 

213 

1.0e-116 

388 

89 

Pisum sativum mRNA for protein encoded by MCM3 gene, 
partial 

29227 

188296_1-R1040 
pmv700891237.hl 

29228 

188329JL.R1040 
kll701213764.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



29229 

188334_1.R1040 

zzp700833950.hl 

BLASTX 



4506 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g!29021 
266 

2.0e-23 

109 

51 

SPO0B-ASSOCIATED GTP-BINDING PROTEIN >gi_98326_pir B32804 

GTP-binding protein, spoOB 3 T -region - Bacillus subtilis 
>gi_508979 (M24537) GTP-binding protein [Bacillus subtilis] 
>gi_2635257_emb_CAB14752_ (Z99118) GTPase activity 
[Bacillus subtilis] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29230 

188350_1.R1040 

zzp700833967.hl 

BLASTX 

g2642433 

230 

2.0e-19 

83 

63 

(AC002391) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29231 

188397J..R1040 

sat701004442.hl 

BLASTX 

g3941448 

423 

5.0e-42 

87 

85 

(AF062878) putative transcription factor [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 
5 T -most EST 



Seq. No. 
Contig ID 



29232 

188403_1.R1040 

fua701037879.hl 

BLASTN 

g2739003 

132 

4.0e-68 

272 
88 

Glycine max cytochrome P450 monooxygenase CYP82Clp 
(CYP82C1) mRNA, complete cds 

29233 

188407JL.R1040 
zzp700834038.hl 

29234 

188414JL.R1040 
zzp700834045.hl 

29235 

188430 1.R1040 



4507 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jex700907604.hl 

BLASTX 

g3881761 

158 

2.0e-10 

123 
35 

(Z37093) alternative splicing in ZK669.1a; cDNA EST 
EMBL:D36754 comes from this gene [Caenorhabditis elegans] 
>gi_3881779_emb_CAA86848_ (Z46812) alternative splicing in 
ZK669.1a; cDNA EST EMBL:D36754 comes from this gene 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5' -most EST 



29236 

188447JL.R1040 
fC-gmse700646582gl 



Seq. No. 
Contig ID 
5' -most EST 



29237 

188469_1.R1040 
gsv701056189.hl 



Seq. No. 
Contig ID 
5' -most EST 



29238 

188509_1.R1040 
zzp700834153.hl 



Seq. No. 

Contig ID 
5 '-most EST 



29239 

188517JL.R1040 
uC-gmrominsoyO 3 5 f 1 Obi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29240 

188542_1.R1040 

zhf70G954428.hl 

BLASTX 

g4510339 

251 

1.0e-21 

75 
44 

(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29241 

188548_1.R1040 
pxt700946279.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29242 

188568_1.R1040 

uC-gmf Iminsoy075h06bl 

BLASTX 

g2224695 

552 

9.0e-57 

150 
68 

(AB002375) KIAA0377 [Homo sapiens] 



Seq. No. 



29243 



4508 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



188579J..R1040 

uC-gmrominsoy260h06bl 

BLASTX 

g3360291 

314 

8.0e-29 

77 

44 

(AF023165) leucine-rich repeat transmembrane protein kinase 
2 [Zea mays] 



Seq. No. 
Contig ID 
5 T -most EST 



29244 

188584JL.R1040 
zzp700834242.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29245 

188606__1.R1040 

zzp700834266.hl 

BLASTX 

g4039155 

202 

2.0e-15 

121 

31 

(AF104258) putative copper-inducible 35.6 kDa protein 
[Festuca rubra] 



Seq. No. 


29246 


Contig ID 


188614 1.R1040 


5 '-most EST 


zzp700834277.hl 


Seq. No, 


29247 


Contig ID 


188625 1.R1040 


5 T -most EST 


zzp700834289.hl 


Method 


BLASTX 


NCBI GI 


gl491931 


BLAST score 


572 


E value 


4.0e-59 


Match length 


147 


% identity 


76 


NCBI Description 


(U52078) kinesin 


Seq. No. 


29248 


Contig ID 


188640 1.R1040 


5 '-most EST 


zzp700834310.hl 


Seq. No. 


29249 


Contig ID 


188658 1.R1040 


5 T -most EST 


fua701037533.hl 


Method 


BLASTX 


NCBI GI 


g2262099 


BLAST score 


173 


E value 


1.0e-12 


Match length 


82 


% identity 


44 


NCBI Description 


(AC002343) thaum 



thaumatin isolog [Arabidopsis thaliana] 



4509 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29250 

188663_1.R1040 

uC-gmflminsoy022f09bl 

BLASTX 

g4049353 

340 

3.0e-37 

162 

47 

(AL034567) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



29251 

188676_1.R1040 
kll701206281.hl 



Seq. No. 
Contig ID 
5' -most EST 



29252 

188695_1.R1040 
kll701202629.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29253 

188750_1.R1040 
jsh701070358.hl 

29254 

188751_1.R1040 

dpv701101342.hl 

BLASTX 

g3724087 

392 

5.0e-38 

115 

66 

(AJ011840) 1-deoxyxylulose 5-phosphate synthase 
[Catharanthus roseus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29255 

188751_2.R1040 

jC-gmro02910006h07al 

BLASTX 

g3724087 

235 

1.0e-19 

89 

57 

(AJ011840) 1-deoxyxylulose 5-phosphate synthase 
[Catharanthus roseus] 



Seq. No. 
Contig ID 
5' -most EST 



29256 

188761JL.R1040 
epx701106429.hl 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



29257 

188793JL.R1040 

zzp700834573.hl 

BLASTX 

g2347188 

187 



4510 



E value 
Match length 
% identity 
NCBI Description 



2.0e-14 

53 
64 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 
Contig ID 
5' -most EST 

Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29258 

188798JL.R1040 

uC-gmropicl09gl2bl 

BLASTX 

g3790593 

286 

2.0e-25 

92 

59 

(AF079185) RING-H2 finger protein RHYla [Arabidopsis 
thaliana] 

29259 

188804_1.R1040 
zzp700834584.hl 



29260 

188817JL.R1040 

uC-gmropicll6h02bl 

BLASTX 

g3080439 

200 

1.0e-15 

75 

48 

(AL022605) putative protein 



[Arabidopsis thaliana] 



29261 

188843JL.R1040 

zzp700834638.hl 

BLASTX 

g2632252 

260 

1.0e-22 

125 

46 

(Y124 64) serine/threonine kinase [Sorghum bicolor] 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



29262 

188896JL.R1040 
pmv700889915.hl 

29263 

188898JL.R1040 
zsg701120708.hl 

29264 

188899JL.R1040 

kll701205278.hl 

BLASTX 



4511 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



gl871158 
170 

3.0e-12 

62 

50 

(U52364) SMCY [Equus caballus] 
29265 

188951J..R1040 
zzp700834840.hl 

29266 

188952_1.R1040 

jC-gmfl02220070g01dl 

BLASTX 

g3913437 

479 

4.0e-48 

111 

80 

PUTATIVE PRE-MRNA SPLICING FACTOR AT P- DE PENDENT RNA 
HELICASE >gi_1402875_emb_CAA66825_ (X98130) RNA helicase 
[Arabidopsis thaliana] >gi_1495271_emb_CAA66613_ (X97970) 
RNA helicase [Arabidopsis thaliana] 

29267 

189011_1.R1040 
jC-gmle01810094a04dl 

29268 

189012JL.R1040 

uC-gmrominsoy283hllbl 

BLASTX 

g3249105 

191 

2.0e-27 

108 
60 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb__X78886 from A. thaliana. [Arabidopsis thaliana] 

29269 

189019JL.R1040 

sat701003223.hl 

BLASTX 

g3834318 

149 

1.0e-09 

92 

35 

(AC005679) Similar to gi_2244754 heat shock transcription 
factor HSF30 homolog from Arabidopsis thaliana chromosome 
contig gb_Z97335. [Arabidopsis thaliana] 

29270 

189019_2.R1040 
k!1701213812.hl 



4512 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29271 

189024JL.R1040 

zzp700834874.hl 

BLASTX 

g4567279 

455 

2.0e-45 

140 

63 

(AC0Q6841) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29272 

189062JL.R1040 
jC-gmfl02220064g02al 



Seq. No. 
Contig ID 
5 '-most EST 



29273 

189077_1.R1040 
zzp700834944.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29274 

189082JL.R1040 

zzp700834949.hl 

BLASTX 

gll9640 

163 

2.0e-ll 

74 

42 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109_pir SOI 642 ripening protein E8 - tomato 

>gi_19199_emb_CAA317 89_ (X13437) E8 protein [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5* -most EST 



29275 

189091_1.R1040 
jC-gmst02400055c07al 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29276 

189100JL.R1040 

uC-gmropic022b04bl 

BLASTX 

gl854443 

585 

2.0e-60 

132 

83 

(D83970) CPRD8 protein 



[Vigna unguiculata] 



Seq. No. 
Contig ID 
5' -most EST 



29277 

189103J..R1040 
zzp700834976.hl 



Seq. No. 
Contig ID 
5' -most EST 



29278 

189120JL.R1040 
jC-gmle01810012a03al 



4513 



Seq. No. 

Con tig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29279 

189126JL.R1040 

jC-gmle01810004e!2dl 

BLASTX 

g4538987 

182 

2.0e~13 

47 

68 

(AJ133777) gamma-adapt in 2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29280 

189173J..R1040 
kll701206401.hl 



Seq. No. 

Contig ID 
5' -most EST 



29281 

189202JL.R1040 
g4397430 



Seq. No. 
Contig ID 
5' -most EST 



29282 

189207JL.R1040 
zzp700835112.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29283 

189235J..R1040 
zzp700835146.hl 

29284 

189248JL.R1040 

zzp700835167.hl 

BLASTX 

g3402704 

177 

8.0e-13 

83 
41 

(AC004261) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29285 

189279JL.R1040 

g4292541 

BLASTX 

g559237 

351 

2.0e-33 

110 

65 

(L36982) tyrosine-rich hydroxyproline-rich glycoprotein 
[Petroselinum crispum] 



Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



29286 

189286JUR1040 

zzp700835214.hl 

BLASTX 

gl!70626 

448 



4514 



E value 
Match length 
% identity 
NCBI Description 



8.0e-45 

103 

84 

CALCIUM/ CALMODULIN- DEPENDENT SERINE/THREONINE PROTEIN 

KINASE >gi_478408_pir JQ2251 calcium/calmodulin-binding 

protein kinase - apple tree >gi_311320_emb_CAA78961_ 
(Z17313) calcium/calmodulin-dependent serine/threonine 
protein kinase [Malus domestica] >gi_984160_emb_CAA8 6286_ 
(Z38126) calmodulin-binding protein kinase [Malus 
domestica] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29287 

189295JL.R1040 

zzp700835225.hl 

BLASTX 

g4432860 

166 

3.0e-ll 

120 

8 

(AC006300) putative glucose-induced repressor protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29288 

189325JL.R1040 
zzp700835263.hl 



Seq. No. 

Contig ID 
5' -most EST 



29289 

189344JL.R1040 
zzp700835285.hl 



Seq. No. 
Contig ID 
5' -most EST 



29290 

189349JL.R1040 
uC-gmropicO 7 4 c 0 8bl 



Seq. No. 

Contig ID 
5 T -most EST 



29291 

189375JL. R1040 
zzp700835330.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



29292 

189382JL.R1040 
dpv701098653.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



29293 

189395JL. R1040 
jC-gmle01810069h03dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29294 

189399_1.R1040 

zzp700835359.hl 

BLASTX 

g2829912 

308 

2.0e-28 

72 

82 

(AC002291) Similar ATP-dependent RNA Helicase [Arabidopsis 



4515 



thaliana] 



Seq. No. 


29295 


Contig ID 


189406 1.R1040 


5 1 -most EST 


zzp700835367.hl 




BLASTX 


NCBI GI 


a4510344 


BLAST score 


210 




9. Oe-17 


Match length 


50 




78 




(AC006921} hvnothetical orotein fArabi 


Seq. No. 


29296 


Contra ID 


189432 1 R1040 


S'-most EST 


jC-gmst02400071al2al 


Method 


BLASTX 


NPBT GT 


a3641845 


DLinwl O LUI 


172 


E value 


4.0e-12 


Match length 


74 






L« J_) _L J_y <3 O J Lk/ l_- U-wll 






[" H v* a "i rlAT^ci o 1 t anal 
LriXT aJjiaupsib LllaXiaiiaJ 


Cpa Wo 


9Q9Q7 




i p qa £n 1 ri D4 n 

J.O:7f£Ou X.K-LL/fil/ 


D IIIOSL EiO i 


as j / uui?D/'4yz.n-L 


kj C <^ » LN W ♦ 


29298 


Contig ID 


189481 1.R1040 


S'-most EST 


zzp700835461.hl 


Mpt" h nH 




NCTVT GT 




BLAST score 


164 


E value 


8.0e-12 


1 1CI L. Vj- 1 1 J.\;li.U Lli. 


55 


%l i HPTI+" "i "h \7 


62 








29299 




i oqci n -i pin/in 


^ ' — m/^crf- I? Q T 1 
■J ULUt? L. HiO 1 


ZiiX / UUi/OX / -L-7. nx 






Contig ID 


189532 1.R1040 


5 '-most EST 


dpv701101315.hl 


Method 


BLASTX 


NCBI GI 


g3023519 


BLAST score 


210 


E value 


7.0e-29 


Match length 


113 


% identity 


58 


NCBI Description 


ATP-DEPENDENT CLP PROTEASE PROTEOLYTIC 



(ENDOPEPTIDASE CLP) >gi_2384690 
subunit [Myxococcus xanthus] 



(AF013216) proteosome maj 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



29301 

189548_1.R1040 
uC-gmropic022a06bl 

29302 

189557J..R1040 
g5175508 

29303 

189565_1.R1040 
jC-gmle01810005b06al 

29304 

189575JL.R1040 
jC-gmle01810080a08dl 

29305 

189589_1.R1040 
dpv701103654.hl 

29306 

189638_1.R1040 
zzp700835668.hl 

29307 

189641_1.R1040 
uC-gmrominsoy2 1 9d0 4bl 

29308 

189643_1.R1040 
zzp700835673.hl 

29309 

189650_1.R1040 
uC-gmropic056e01bl 

29310 

189653JL.R1040 

jC-gmst02400031c!0al 

BLASTX 

g4567304 

583 

6.0e-60 

238 
53 

(AC005956) unknown protein [Arabidopsis thaliana] 
29311 

189670_1.R1040 
zzp700835712.hl 

29312 

189678_1.R1040 
jC-gmle01810010g04al 

29313 

189725 1.R1040 
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5' -most EST 


zsg701125908.hl 


Seq. No. 


29314 


Contig ID 


189729 1.R1040 


5' -most EST 


fC-gmse7 00854605a! 


Method 


BLASTX 


NCBI GI 


g3482919 


BLAST score 


657 


E value 


5.0e-69 


Match length 


135 


% identity 


87 


NCBI Description 


(AC003970) Putative protein kina 


Seq. No, 


29315 


Contig ID 


189748 1.R1040 


5' -most EST 


jC-gmro02910024g04al 


Method 


BLASTX 


NCBI GI 


g3461845 


BLAST score 


460 


E value 


9.0e-46 


Match length 


163 




59 


NCBI Description 


(AC005315) hypothetical protein 


Seq. No. 


29316 


Contig ID 


189748 2.R1040 


5' -most EST 


bth700848410.hl 


Seq. No. 


29317 


Contig ID 


189775 1.R1Q40 


5" -most EST 


zzp700835838.hl 


Method 


BLASTX 


NCBI GI 


g3153889 


BLAST score 


513 


E value 


4.0e-52 


Match length 


118 


% identity 


81 


NCBI Description 


(AF065444) root iron transporter 


Seq. No. 


29318 


Contig ID 


189803 1.R1040 


5' -most EST 


jC-gmfl02220079b06al 


Method 


BLASTX 


NCBI GI 


g4510427 


BLAST score 


232 


E value 


2.0e-19 


Match length 


124 


% identity 


50 


NCBI Description 


(AC006929) hypothetical protein 


Seq. No. 


29319 


Contig ID 


189857 1.R1040 


5' -most EST 


pmv700889134.hl 


Method 


BLASTX 


NCBI GI 


g3021355 


BLAST score 


542 


E value 


2.0e-55 



[Arabidopsis thaliana] 



[Pisum sativum] 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

133 
78 

(AJ005081) UDP-galactose 4-epimerase [Cyamopsis 
tetragonoloba] 

29320 

189888_1.R1040 

zzp700835984.hl 

BLASTX 

g3395439 

191 

1.0e-14 

94 

41 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
29321 

189917_1.R1040 
zzp700836026.hl 



29322 

189936_1.R1040 

zzp700836048.hl 

BLASTX 

g3281849 

830 

4.0e-89 

193 

79 

(AL031004) methyltransferase 
thaliana] 



- like protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



29323 

189945_1.R1040 
zzp700836163.hl 

29324 

189953JL.R1040 

sat701004288.hl 

BLASTX 

gl420936 

293 

1.0e-26 

91 
66 

(U61396) Vigna unguiculata aspartic proteinase mRNA, 
complete cds. [Vigna unguiculata] 

29325 

189959_1.R1040 
zzp700836078.hl 

29326 

190014_1.R1040 
jC-gmle01810004e05al 



Seq. No. 



29327 
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Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



190037_1.R1040 

crh700855395.hl 

BLASTX 

g2688822 

518 

2.0e-52 

132 

73 

(U93272) pyrophosphate-dependent phosphof ructo-l-kmase 
[Prunus armeniaca] 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29328 

190066_1.R1040 

zzp700836223.hl 

BLASTX 

g4056403 

191 

9.0e-15 

72 
62 

(AD001673) lipoxygenase [Persea americana] 
29329 

190069J..R1040 

zzp700836236.hl 

BLASTX 

g3402675 

248 

8.0e-21 

137 

(AC004697) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 



29330 

190078JL.R1040 
zzp700836239.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



29331 

190081_1.R1040 
zzp700836243.hl 

29332 

190088JL.R1040 
uC-gmrominsoy028dl0bl 



Seq. No. 
Contig ID 
5' -most EST 



29333 

190214_1.R1040 
uC-gmrominsoy099e05bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



29334 

190220_1.R1040 

sat701002720.h2 

BLASTX 

g3819699 

431 

2.0e-42 
119 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 
Contig ID 
5' -most EST 



72 

(AJ009609) BnMAP4K alpha2 [Brassica napus] 
29335 

190226_1.R1040 

g4301764 

BLASTX 

g4091080 

224 

2.0e-18 

75 
59 

(AF045571) nucleic acid binding protein [Oryza sativa] 
29336 

190237JL.R1040 
sat701002744.h2 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



29337 

190244JL.R1040 

sat701002754.h2 

BLASTX 

g2244940 

329 

2.0e-30 

128 

61 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
29338 

190246JL.R104G 
jC-gmro02800035d05al 

29339 

190246_2.R1040 
asn701133567.h2 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



29340 

190258JL.R1040 
gsv701053458.hl 

29341 

190303JUR1040 
sat701002823.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



29342 

190327JL.R1040 
yzl700967050.hl 

29343 

190344JL.R1040 

uC-gmropic023b02bl 

BLASTX 

g2809253 

228 

1.0e-18 
120 
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% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



42 

(AC002560) F21B7.22 [Arabidopsis thaliana] 
29344 

190395JL.R1040 

gsv701050433.hl 

BLASTX 

gl532167 

192 

2.0e-14 

65 

49 

(U63815) localized according to blastn similarity to EST 
sequences; therefore, the coding span corresponds only to 
an area of similarity since the initation codon and stop 
codon could not be precisely determined [Arabidopsis 
thaliana] 



29345 

190399JL.R1040 
jC-gmfl02220094a02al 
BLASTX 
g3242715 
183 

2.0e-13 
139 
39 

(AC003040) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 29346 

Contig ID 190421_1 . R1040 

5' -most EST jC-gmf 102220052h06al 

Method BLASTX 

NCBI GI g2618698 

BLAST score 587 

E value 6.0e-61 

Match length 134 

% identity 91 , 
NCBI Description (AC002510) unknown protein [Arabidopsis thaliana] 

Seq. No. 29347 

Contig ID 190446_1.R1040 

5 T -most EST pmv700891419 . hi 

Method BLASTX 

NCBI GI g2598575 

BLAST score 224 

E value 2.0e-18 

Match length 117 

% identity 41 

NCBI Description (Y15293) MtN21 [Medicago truncatula] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 29348 

Contig ID 190448JL . R1040 

5 '-most EST uC-gmflminsoy069d04bl 

Seq. No. 29349 

Contig ID 190485JL . R1040 



4522 



(I 



5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



sat701003065.hl 
29350 

190516_1.R1040 
sat701003104.hl 

29351 

190522_1.R1040 

sat701003112.hl 

BLASTN 

gl619601 

112 

3.0e-56 

188 

90 

M.truncatula mRNA for MtN3 gene 
29352 

190526_1.R1040 
jC-gmst02400063h04al 

29353 

190534_1.R1040 

sat701003129.hl 

BLASTX 

g4455232 

167 

2.0e-ll 

164 

34 

(AL035523) putative protein [Arabidopsis thaliana] 
29354 

190556JL.R1040 

sat701003164.hl 

BLASTN 

g2224910 

58 

5.0e-24 

170 

84 , 

Daucus carota somatic embryogenesis receptor-like kinase 

mRNA, complete cds 
29355 

190592_1.R1040 
sat701003209.hl 

29356 

190599J..R1040 

pmv700894036.hl 

BLASTX 

g3834306 

165 

2.0e-ll 

90 
42 
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NCBI Description 



(AC005679) EST gb_R65024 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 29357 

Contig ID 190615_1 .R1040 

5 1 -most EST sat701003239 .hi 

Method BLASTX 

NCBI GI g3805960 

BLAST score 260 

E value 3.0e-33 

Match length 91 

% identity 7 9 

NCBI Description (Y13771) laccase [Populus balsamifera subsp. tricn< 

Seq. No. 29358 

Contig ID 190646JL .R1040 

5' -most EST zsg701120890 . hi 

Method BLASTX 

NCBI GI g3176709 

BLAST score 285 

E value 2.0e-25 

Match length 162 

% identity 36 

NCBI Description (AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 

thaliana] 



Seq. No. 29359 

Contig ID 190700_1 .R1040 

5' -most EST sat701003354 . hi 

Method BLASTX 

NCBI GI g2464905 

BLAST score 207 

E value 4.0e-16 

Match length 95 

% identity 52 

NCBI Description (Z99708) minor allergen [Arabidopsis thaliana] 



Seq. No. 29360 

Contig ID 190704JL . R1040 

5 T -most EST jC-gmf 102220103gl0dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29361 

190746_1.R1040 

sat701006016.h2 

BLASTX 

g3805956 

537 

9.0e-55 

100 

91 

(Y13769) laccase [Populus balsamifera subsp. trichocarpa] 



Seq. No. 
Contig ID 
5 T -most EST 



29362 

190763JL.R1040 
bth700847786.hl 
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beq. NO. 




Contig ID 


190774 1.R1040 


5' -most EST 


sat701004372.hl 


Seq. No. 


29364 


Contig ID 


190782_1.R1040 


5 '-most EST 


uC-gmrominsoy058b04bl 


beq. wo. 


9 no r c 

jo j 


Contig ID 


190782 2.R1040 


5' -most EST 


sat701004554.hl 


beq. no. 




Contig ID 




5 -most EST 


zni / uuyoj/4ti.ni 


Seq. No. 


zyoo / 


Contig ID 


1 Qf\Q1 C 1 "Din/in 


o -most iLbi 


Sat / UIUUjjj / .111 


Method 


dt ncTY 
DlariO 1 A 


\TPDT {IT 




BLAST score 


104 


E value 


9.0e-09 


Match length 


65 


% identity 


49 


NCBI Description 


(X98130) unknown [Ara 



Seq. No. 
Contig ID 
5 '-most EST 



thaliana] 
29368 

190817_1.R1040 
sat701003539.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



29369 

190822_1.R1040 

bth700846694.hl 

BLASTX 

g3242717 

145 

2.0e-09 

55 

56 

(AC003040) putative APG protein [Arabidopsis thaliana] 
29370 

190824_1.R1040 
pxt700944659.hl 

29371 

190841JL.R1040 
uC-gmflminsoy063a!2bl 

29372 

190843_1.R1040 
zhf700959449.hl 



Seq. No. 



29373 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



190873JL.R1040 
sat701003613.hl 

29374 

190882_1.R1040 

sat701003623.hl 

BLASTX 

g2795804 

178 

3.0e-13 

74 

53 

(AC003674) unknown protein [Arabidopsis thaliana] 
>gi_33554 92 (AC004218) unknown protein [Arabidopsis 
thaliana] 

29375 

190899_1.R1040 
sat701003647.hl 

29376 

190920_1.R1040 

jC-gmro02910027e08al 

BLASTX 

gll4974 

1742 

0.0e+00 

484 

67 

NON- CYANOGEN I C BETA-GLUCOSIDASE PRECURSOR 

>gi_67491_pir GLJY31 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb_CAA40058.1_ (X56734) beta-glucosidase 
[Trifolium repens] 

29377 

190926_1.R1040 
leu701147471.hl 

29378 

190926_2.R1040 
leu701154868.hl 

29379 

190967_1.R1040 

asn701142641.hl 

BLASTX 

g4455359 

721 

2.0e-76 

201 

73 

(AL035524) putative protein [Arabidopsis thaliana] 
29380 

190977_1.R1040 
sat701003770.hl 
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# 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29381 

191020JL.R1040 

uC-gmflminsoy074g01bl 

BLASTX 

g4056496 

263 

6.0e-23 

68 

76 

(AC005896) unknown protein [Arabidopsis thaliana] 



Seq. No. 29382 

Contig ID 191043_1 .R1040 

5' -most EST kll701202887 .hi 

Seq. No. 29383 

Contig ID 191054JL .R1040 

5 f -most EST sat701003880 . hi 



Seq. No. 29384 

Contig ID 191063_1 .R1040 

5' -most EST g5175467 

Method BLASTX 

NCBI GI g3080401 

BLAST score 480 

E value 5.0e-48 

Match length 140 

% identity 64 

NCBI Description (AL022603) putative protein [Arabidopsis thaliana] 

>gi__4455265_emb_CAB36801.1__ (AL035527) putative protein 
[Arabidopsis thaliana] 



Seq. No. 29385 

Contig ID 19U43JL.R1040 

5 T -most EST sat701004031 . hi 



Seq. No. 29386 

Contig ID 191147_1 .R1040 

5' -most EST pxt700944436 . hi 

Method BLASTX 

NCBI GI g!841464 

BLAST score 390 

E value 1.0e-37 

Match length 109 

% identity 39 

NCBI Description (Y11002) LIM-domain SF3 protein [Nicotiana tabacum] 



Seq. No. 29387 

Contig ID 191153JL .R1040 

5 '-most EST sat701004047 . hi 



Seq. No. 29388 

Contig ID 191172JL . R1040 

5' -most EST jC-gmle01810020gl2al 

Method BLASTX 

NCBI GI g2335096 



4527 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



281 

5.0e-25 

63 

81 

(AC002339) hypothetical protein [Arabidopsxs thaliana] 
29389 

191172_2.R1040 
sat701005843.hl 



29390 

191187JL.R1040 

leu70U51195.hl 

BLASTX 

g2213594 

356 

6.0e-34 

108 

63 

(AC000348) T7N9.14 
29391 

191219_1.R1040 
sat701004140.hl 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29392 

191253JL.R1040 

awf700842935.hl 

BLASTN 

g2564050 

35 

3.0e-10 

135 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUA22, complete sequence [Arabidopsis thaliana] 

29393 

191271_1.R1040 
sat701012823.hl 

29394 

191344JL.R1040 

zsg701118002.h2 

BLASTX 

g4530126 

241 

2.0e-20 

81 

52 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

29395 

191350JL.R1040 
sat701004324.hl 



4528 



Seq. No. 


z 93yo 


Contig ID 


i qi qti i Din/in 


5 -most Ebl 




Method 


BLAST A 


NCBI GI 


g3522942 


BLAST score 


397 


E value 


o n ^ to 

2 . Ue-oo 


Match length 


120 


% identity 


61 


NCBI Description 


(AC004411) hypothetical prot 


Seq. No. 




Contig ID 


191427 1.R1040 


5 '-most EST 


sat701004421.hl 


Seq. No. 


zyjyo 


Contig ID 


1914 41 1.K1U4U 


5' -most EST 


3 c— gmxeuioiuuuzauDux 


Seq. No. 


o a o fi fi 

zy jy y 


Contig ID 


iyi44Z 1.K1U4U 


5' -most EST 


sat / UXUU444U .n± 


Method 


BLASTX 


NCBI GI 


g4006829 


BLAST score 


468 


E value 


9. Oe-47 


Match length 


136 


% identity 


69 


NCBI Description 


(AC005970) putative protein 


Seq. No. 


29400 


Contig ID 


191461 1.R1U4U 


5' -most EST 


Kii / u izuyz xu . ni 


Method 


BLAolA 


NCBI GI 


g3402679 


BLAST score 


408 


E value 


3 . Ue-4U 


Match length 


9o 


% identity 


81 


NCBI Description 


(AC004697) unknown protein 


Seq. No. 


29401 


Contig ID 


191494 1.R1U4U 


5 '-most EST 


sat701008312 . hi 


Seq. No. 


29402 


Contig ID 


191514 1.K1U4U 


5' -most EST 


nrw /Uiuoiojj. ni 


Method 


BLASTX 


NCBI GI 


gi / uyooo 


BLAST score 


206 


E value 


2.0e-16 


Match length 


57 


% identity 


74 


NCBI Description 


NUCLEOSIDE-TRIPHOSPHATASE (1 



(NUCLEOSIDE TRIPHOSPHATE 

>gi_629638_pir S48859 

nucleoside triphosphatase - garden pea 



4529 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_2129890_pir S65147 nucleoside triphosphatase 

precursor, chromatin-associated - garden pea 
>gi 563612_emb_CAA83655_ (Z32743) nucleoside triphosphatase 
[Pisum sativum] >gi_4519173_dbj_BAA75506 . 1_ (AB022319) 
nucleoside triphosphatase (NTPase) [Pisum sativum] 

29403 

191527JL.R1040 

rlr700897515.hl 

BLASTX 

g544134 

321 

1.0e-29 

113 

54 

DNA- DAMAGE- RE PAI R / T OLE RAT I ON PROTEIN DRT100 PRECURSOR 

>gi_99720_pir S22863 hypothetical protein - Arabidopsis 

thaliana >gi_421844_pir A4 6260 RecA functional analog 

DRT100 - Arabidopsis thaliana (fragment) 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



29404 

191561_1.R1040 
uC-gmflminsoy089e08bl 

29405 

191575_1.R1040 

rlr700899927.hl 

BLASTX 

g2498732 

208 

3.0e-18 

104 

46 

PROBABLE NADP-DEPENDENT OXIDOREDUCTASE P2 

>gi 1362014_pir S57612 zeta-crystallin homolog - 

Arabidopsis thaliana >gi_886430_emb_CAA8 9262_ (Z4 9268) 
zeta-crystallin homologue [Arabidopsis thaliana] 

29406 

191594_1.R1040 

g4405621 

BLASTX 

g4467156 

390 

1.0e-37 

99 

69 

(AL035540) putative protein [Arabidopsis thaliana] 
29407 

191600JL.R1040 
jC-gmro02910008h08al 



Seq. No. 
Contig ID 
5' -most EST 
Method 



29408 

1916G3JL.R1040 

pxt700943255.hl 

BLASTX 



4530 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl076274 
333 

3.0e-31 

121 
59 

cucumisin (EC 3.4.21.25) precursor 



mus kmelon ( fragment ) 



29409 

191605JL.R1040 

uC-gmrominsoy224a09bl 

BLASTX 

g2224933 

171 

5.0e-12 

56 

61 

(AF004216) ethylene-insensitive3 [Arabidopsis thaliana] 
>gi_2224 935 (AF004217) ethylene-insensitive3 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29410 

191625J..R1040 

sat701004679.hl 

BLASTX 

g2129859 

534 

1.0e-54 

141 
69 

vestitone 
reductase 



reductase - alfalfa >gi_973249 (U28213) vestitone 
[Medicago sativa subsp. sativa] 



Seq. No. 

Contig ID 
5' -most EST 



29411 

191633J..R1040 
sat701004688.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



29412 

191646JL.R1040 
jC-gmle01810061h01al 

29413 

191655_1.R1040 

fua701037394.hl 

BLASTX 

g3668085 

171 

1.0e-ll 

124 

52 

(AC004 667) hypothetical protein [Arabidopsis thaliana] 
29414 

191655_2.R1040 

gsv701044364.hl 

BLASTX 

g3668085 

151 



4531 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-09 

95 

41 

(AC004667) hypothetical protein [Arabidopsis thaliana] 
29415 

191659J..R1040 

sat701009643.hl 

BLASTX 

g4538934 

288 

3.0e-26 

91 

37 

(AL049483) putative leucine-rich-repeat protein 
[Arabidopsis thaliana] 

29416 

191700_1.R1040 
sat701004787.hl 

29417 

191737_1.R1040 
gsv701051086.hl 

29418 

191779_1.R1040 

jC-gmfl02220138g07al 

BLASTX 

gl076664 

356 

9.0e-34 

150 

53 

leucine zipper transcription factor - potato 
>gi_575418_emb_CAA57894_ (X82544) leucine zipper 
transcription factor [Solanum tuberosum] 



Seq. No. 


29419 


Contig ID 


191811 1.R1040 


5 '-most EST 


sat701004943.hl 


Method 


BLASTX 


NCBI GI 


g3426039 


BLAST score 


234 


E value 


2.0e-19 


Match length 


101 


% identity 


50 


NCBI Description 


(AC005168) unknown protei 


Seq. No. 


29420 


Contig ID 


191825 1.R1040 


5' -most EST 


jC-gmro02910023e02dl 


Method 


BLASTX 


NCBI GI 


g2827992 


BLAST score 


587 


E value 


7.0e-61 


Match length 


145 



4532 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



76 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 
29421 

191835_1.R1040 
sat701004975.hl 

29422 

191869JL.R1040 

sat701005029.hl 

BLASTX 

g3242717 

230 

2.0e-19 

79 

62 

(AC003040) putative APG protein [Arabidopsis thaliana] 
29423 

191878_1.R1040 

uC-gmronoir071f04bl 

BLASTX 

g3176662 

1155 

1.0e-127 

325 

66 

(AC004393) Similar to mannosyl-oligosaccharide glucosidase 
gb_X87237 from Homo sapiens. [Arabidopsis thaliana] 

29424 

191898_1.R1040 

sat701014033.hl 

BLASTX 

g3242062 

264 

6.0e-23 

80 

64 

(Z97058) NRT2;lp [Arabidopsis thaliana] >gi_3608362 
(AF019748) high-affinity nitrate transporter ACH1 
[Arabidopsis thaliana] >gi_3747058 (AF093754) 
trans -membrane nitrate transporter protein AtNRT2 : 1 
[Arabidopsis thaliana] 

29425 

191901_1.R1040 

zhf700956811.hl 

BLASTX 

gl418990 

199 

3.0e-15 

136 

30 

(Z75524) unknown [Lycopersicon esculentum] 



Seq. No. 



29426 



4533 



Contig ID 
5' -most EST 



191913_1.R1040 
sat701005116.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



29427 

191931JL.R1040 

sat701005170.hl 

BLASTX 

g2961385 

183 

8.0e-14 

73 
52 

(AL022141) putative protein [Arabidopsis thaliana] 
29428 

191944JL.R1040 

sat701005164.hl 

BLASTX 

g4455328 

154 

2.0e-10 

42 

69 

(AL035525) hypothetical protein [Arabidopsis thaliana] 
29429 

191978_1.R1040 

jC-gmro02910067bllal 

BLASTX 

g2739008 

378 

4.0e-36 

145 

50 

(AF022463) CYP78A3p [Glycine max] 
29430 

192004_1.R1040 
jex700908551.hl 

29431 

192014_1.R1040 
g5688192 

29432 

192016_1.R1040 
sat701005301.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



29433 

192046_1.R1040 
sat701005365.hl 

29434 

192052_1.R1040 
uC-gmropic!07f 07bl 
BLASTX 
g3461820 



4534 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



258 

3.0e-22 

75 

59 

(AC004138) unknown protein [Arabidopsis thaliana] 
29435 

192070JL.R1040 

awf700841401.hl 

BLASTX 

g2914703 

337 

2.0e-31 

104 

62 

(AC003974) unknown protein [Arabidopsis thaliana] 
29436 

192078JL.R1040 
sat701005415.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29437 

192082_1.R1040 
sat701005419.hl 



Seq. No. 
Contig ID 
5' -most EST 



29438 

192104_1.R1040 
sat701005451.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29439 

192119JL.R1040 

bth700845486.hl 

BLASTN 

g2245682 

127 

6.0e-65 

243 

88 

Glycine max peroxidase precursor 
cds 



(GMIPER1) mRNA, complete 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



29440 

192131_1.R1040 

zhf700959074.hl 

BLASTX 

g2829895 

146 

1.0e-09 

55 
58 

(AC002311) hypothetical protein [Arabidopsis thaliana] 
29441 

192138JL.R1040 
rlr700900359.hl 



Seq. No. 



29442 



4535 



Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



192139JL.R1040 
jC-gmst02400014c07dl 

29443 

192196_1.R1040 
sat701006082.h2 

29444 

192207JL.R1Q40 

zsg701119825.hl 

BLASTX 

g4455286 

151 

8.0e-10 

91 
46 

(AL035527) hypothetical protein [Arabidopsis thaliana] 
29445 

192216_1.R1040 
sat701005901.hl 

29446 

192259_1.R1040 

sat701005847.hl 

BLASTX 

g4508076 

186 

1.0e-13 

70 
46 

(AC005882) 55659 [Arabidopsis thaliana] 
29447 

192326_1.R1040 

epx701109214.hl 

BLASTX 

g4406780 

232 

2.0e-19 

63 

67 

(AC006532) putative multispanning membrane protein 
[Arabidopsis thaliana] 

29448 

192346_1.R1040 

sat701005981.hl 

BLASTN 

g3005575 

160 

1.0e-84 

356 
86 

Glycine max putative high affinity nitrate transporter 
(NRT2) mRNA, complete cds 



4536 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29449 

192376_1.R1040 

bth700844904.hl 

BLASTX 

g3063471 

279 

5.0e-25 

80 

64 

(AC003981) F22013.33 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29450 

192383_1.R1040 

sat701006027.h2 

BLASTX 

g4567227 

273 

3.0e-24 

83 

64 

(AC007119) putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29451 

192405_1.R1040 
uC-gmrominsoy07 0bl2bl 

29452 

192437_1.R1040 

sat701006110.hl 

BLASTX 

g2275218 

492 

7.0e-50 

114 

82 

(AC002337) G-beta-repeat containing protein isolog 
[Arabidopsis thaliana] 

29453 

192444J..R1040 
epx701106795.hl 

29454 

192446JL.R1040 

uC-gmronoir008h08bl 

BLASTX 

g2388580 

174 

2.0e-12 

56 

54 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



29455 

192449 1.R1040 



4537 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



g4290719 
29456 

192475JL.R1040 
sat701015349.hl 



Seq. No. 
Contig ID 
5' -most EST 



29457 

192508_1.R1040 
sat701006191.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29458 

192518_1.R1040 
fua701040190.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29459 

192520JL.R1040 
k!1701212647.hl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



29460 

192532JL.R1040 

sat701006225.h2 

BLASTN 

g2104674 

72 

3.0e-32 

171 

86 

V.faba mRNA for transcription factor containing bZIP 
29461 

192565_1.R1040 

jC-gmfl02220063g08al 

BLASTX 

g2738982 

316 

4.0e-29 

96 

61 

(AF022157) CYP71A10 [Glycine max] 
29462 

192568JL.R1040 
sat701006272.h2 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



29463 

192588_1.R1040 
sat701006401.hl 

29464 

192596JL.R1040 
g4302555 

29465 

192598_1.R1040 
sat701006326.hl 



Seq. No. 



29466 



4538 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Nicotiana tabacum] 



192599JL.R1040 

uC-gmronoir053c02bl 

BLASTX 

gl360088 

336 

4.0e-31 

76 

72 

(X97947) Zn finger protein 
29467 

192608JL.R1040 
sat701006345.hl 



29468 

192611_1.R1040 

sat701006353.hl 

BLASTX 

g2281627 

151 

4.0e-10 

40 

60 

(AF003094) AP2 domain containing protein RAP2 . 1 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29469 

192614J..R1040 
sat701006358.hl 



Seq. No. 
Contig ID 
5' -most EST 



29470 

192616_1.R1040 
sat701006371.hl 



Seq. No. 
Contig ID 
5' -most EST 



29471 

192620_1.R1040 
sat701006375.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29472 

192621_1.R1040 
sat701006376.hl 

29473 

192639JL.R1040 

sat701006407.hl 

BLASTX 

g3176687 

515 

3.0e-74 

164 

78 

(AC003671) Strong similarity to trehalose-6-phosphate 
synthase homolog from A. thaliana chromosome 4 contig 
gb_Z97344. ESTs gb_H37594, gb_R65023, gb_H37578 and 
gb_R64855 come from this gene. [Arabidopsis thaliana] 



Seq. No. 



29474 



4539 



# 



Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



192694_1.R1040 

uC-gmrominsoy217b04bl 

BLASTX 

g2292921 

419 

2.0e-52 

152 

73 

(Y10252) pantoate — beta-alanine ligase [Lotus japonicus] 
29475 

192722_1.R1040 

uC-gmropic032c09bl 

BLASTX 

g4530585 

208 

2.0e-16 
51 

71 

(AF130978) B12D protein [Ipomoea batatas] 
29476 

192722_2.R1040 

sat701006550.hl 

BLASTX 

g4530585 

354 

2.0e-33 

87 

70 

(AF130978) B12D protein [Ipomoea batatas] 
29477 

192730_1.R1040 

zsg701128511.hl 

BLASTX 

g3201627 

363 

2.0e-40 

114 

68 

(AC004 669) putative SWH1 protein [Arabidopsis thaliana] 
29478 

192760_1.R1040 

sat701006609.hl 

BLASTX 

g3688173 

454 

3.0e-45 

134 

60 

(AL031804) putative protein [Arabidopsis thaliana] 
29479 

192777_1.R1040 
sat701006632.hl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29480 

192784JL.R1040 

jC-gmro02910067al0dl 

BLASTN 

g728482 

119 

3.0e-60 

263 

86 

Pisum sativum endo-1, 4-beta-glucanase (EGL1) gene, complete 
cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29481 

192788JL.R1040 

zsg701118194.hl 

BLASTX 

g2947063 

227 

1.0e-18 

82 

48 

(AC002521) putative Ser/Thr protein kinase [Arabxdopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29482 

192790_1.R1040 
jC-gmst02400014e!2dl 



Seq. No. 
Contig ID 
5' -most EST 



29483 

192846_1.R1040 
sat701006802.hl 



Seq. No. 
Contig ID 
5' -most EST 



29484 

192865_1.R1040 
jC-gmfl02220148f04al 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29485 

192903_1.R1040 

asn701142412.hl 

BLASTX 

g3402746 

241 

4.0e-20 

76 

58 

(AL022603) putative protein [Arabidopsis thaliana] 
>gi_3402762_emb_CAA20208.1__ (AL031187) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



29486 

192909_1.R1040 

sat701007001.hl 

BLASTX 

g2392895 

151 

4.0e-10 
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Match length 73 

% identity 47 t _ 

NCBI Description (AF017056) brassinosteroid insensitive 1 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



29487 

192917_1.R1040 
sat701007016.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



29488 

192945_1.R1040 
kll7012Q7211.hl 



Seq. No. 

Contig ID 
5' -most EST 



29489 

192952__1.R1040 
sat701007114.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29490 

193009_1.R1040 
dpv701098378.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29491 

193029_1.R1040 

sat701007212.h2 

BLASTX 

g416651 

314 

9.0e-29 

92 

63 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN-INDUCED PROTEIN 

PCNT103) >gi_100301_pir S16269 auxin-induced protein 

(clone pCNT103) - common tobacco >gi_197 91_emb_CAA39704_ 
(X56263) auxin-induced protein [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5" -most EST 



29492 

193077JL.R1040 
sat701007277.h2 



Seq. No. 
Contig ID 
5 '-most EST 



29493 

193080JL.R1040 
sat701007280.h2 



Seq. No. 
Contig ID 
5 '-most EST 



29494 

193108_1.R1040 
zsg701127564.hl 



Seq. No. 
Contig ID 
5' -most EST 



29495 

193118_1.R1040 
uC-gmflminsoy022c01bl 



Seq. No. 
Contig ID 
5 '-most EST 



29496 

193128_1.R1040 
epx701104056.hl 



Seq. No. 

Contig ID 



29497 

193147 1.R1040 
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# 

5' -most EST sat701007370 .h2 

Seq. No. 29498 

Contig ID 193153_1 . R1040 

5' -most EST sat701007377 .h2 

Seq. No. 29499 

Contig ID 193161_1 . R1040 

5' -most EST uC-gmropic069hl2bl 

Seq. No. 29500 

Contig ID 193166_1 .R1040 

5' -most EST jC-gmst02400029f 06al 

Seq. No. 29501 

Contig ID 193180_1 .R1040 

5' -most EST kll701207080 .hi 

Seq. No. 29502 

Contig ID 193209_1 . R1040 

5 '-most EST g4314091 

Method BLASTX 

NCBI GI g3822223 

BLAST score 1022 

E value l.Oe-111 

Match length 255 

% identity 73 

NCBI Description (AF077955) branched-chain alpha keto-acid dehydrogenase 
alpha subunit [Arabidopsis thaliana] 

Seq. No. 29503 

Contig ID 193214JL .R1040 

5' -most EST sat701007463 . h2 

Method BLASTX 

NCBI GI g!495804 

BLAST score 497 

E value 4.0e-50 

Match length 161 

% identity 63 

NCBI Description (X96406) 13-lipoxygenase [Solanum tuberosum] 

Seq. No. 29504 

Contig ID 193302_1 . R1040 

5' -most EST sat701007613.hl 

Method BLASTX 

NCBI GI g3170230 

BLAST score 185 

E value 7.0e-14 

Match length 78 

% identity 55 

NCBI Description (AF041848) f ructose-6-phosphate 2-kinase 

/fructose-2, 6-bisphosphatase [Spinacia oleracea] 

Seq. No. 29505 

Contig ID 193348_1.R1040 

5' -most EST jC-gmst02400014b05dl 

Method BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



g4490310 
185 

1.0e-13 

62 

58 

(AL035678) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 

29506 

193352JL.R1040 

gsv701054114.hl 

BLASTX 

g3367574 

168 

6.0e-12 

117 

36 

(AL031135) hypothetical protein [Arabidopsis thaliana] 
29507 

193369JL.R1040 

awf700841301.hl 

BLASTX 

g2894594 

155 

1.0e-09 

46 

59 

(AL021889) hypothetical protein [Arabidopsis thaliana] 
29508 

193371_1.R1040 
asn701133458.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29509 

193395_1.R1040 

sat701007806.hl 

BLASTX 

g2346988 

141 

8.0e-09 

52 

40 

(AB006606) ZPT4-4 



[Petunia x hybrida] 



29510 

193431_1.R1040 

fua701040268.hl 

BLASTX 

g2598575 

159 

5.0e-ll 

51 

63 

(Y15293) MtN21 [Medicago truncatula] 



Seq. No. 



29511 
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# 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



193450JL.R1040 

sat701008113.hl 

BLASTX 

g3643085 

228 

4.0e-19 

85 

56 

(AF075580) protein phosphatase-2C; PP2C [Mesembryanthemum 
crystallinum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29512 

193467JL.R1040 

sat701007943.hl 

BLASTX 

g2499882 

141 

1.0e-08 

51 

49 

PROTEASE IV HOMOLOG (ENDOPEPTIDASE IV) 
>gi_1652816_dbj_BAA17735_ (D90908) protease IV 
[Synechocystis sp. ] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29513 

193468_1.R1040 

jC-gmle01810011f08al 

BLASTX 

g4335751 

476 

8.0e-48 
157 
57 

(AC006284) 
thaliana] 



putative methyltransf erase [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29514 

193482J..R1040 

sat701008130.hl 

BLASTX 

g3548806 

166 

3.0e-19 

75 

77 

(AC005313) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29515 

193486_1.R1040 
gsv701054389.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



29516 

193538JL.R1040 

sat701008054.hl 

BLASTX 

g2749982 

351 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-33 

139 

53 

(AF036705) Similar to phytoene desaturase; coded for by C. 
elegans cDNA CEESX74F; coded for by C. elegans cDNA 
yk303f4.3; coded for by C. elegans cDNA yk257d4.3; coded 
for by C. elegans cDNA yk303f4.5; coded for by C. elegans 
cDNA yk257d4.5; 

29517 

193542_1.R1040 

sat701008061.hl 

BLASTX 

gl707412 

235 

6,0e-20 

65 
60 

(X95906) Cleavage and Polyadenylation Specifity Factor 
protein [Bos taurus] 

29518 

193558JL.R1040 

zsg701123432.hl 

BLASTX 

gl087073 

240 

1.0e-20 

62 

68 

(S79243) calmodulin-binding heat-shock protein, CaMBP 
[Nicotiana tabacum=tobacco, Wisconsin-38 , Peptide, 449 aa] 
[Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5' -most EST 



29519 

193559JL.R1040 

sat701008090.hl 

BLASTX 

g2244902 

174 

1.0e-12 

59 
47 

(297339) allene oxide synthase [Arabidopsis thaliana] 
29520 

193565_1.R1040 
sat701008102.hl 

29521 

193569JUR1040 
uC-gmflminsoy077g05bl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



29522 

193586JL.R1040 

jsh701070376.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3551956 
406 

9.0e-40 

88 

77 

(AF082031) senescence-associated protein 6 [Hemerocallis 
hybrid cultivar] 



Seq. No. 
Contig ID 
5" -most EST 



29523 

193588_1.R1040 
sat701010616.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



29524 

193596_1.R1040 

g4289887 

BLASTX 

g3242717 

264 

5.0e-23 

113 
51 

(AC003040) putative APG protein [Arabidopsis thaliana] 
29525 

193597J..R1040 

jC-gmst02400052e03dl 

BLASTN 

g2252848 

39 

2.0e-12 

143 

82 

Arabidopsis thaliana BAC TM018A10 
29526 

193598_1.R1040 
sat701008164.hl 

29527 

193624J..R1040 
pmv700890406.hl 

29528 

193629JL.R1040 

pmv700890281.hl 

BLASTX 

g3540182 

193 

8.0e-15 

79 

53 

(AC004122) Unknown protein [Arabidopsis thaliana] 
29529 

193665JL.R1040 
fua701037777.hl 
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Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29530 

193666JL.R1040 

epx701109858.hl 

BLASTX 

g3114968 

300 

1.0e-27 

83 

67 

(Y14997) prolidase 



[Suberites domuncula] 



29531 

193678_1.R1040 

sat701008303.hl 

BLASTN 

gl9506 

132 

3.0e-68 

208 

91 

L.polyphyllus mRNA for pPLZ02 protein 
29532 

193694_1.R1040 
uC-gmrominsoy!45b02bl 



29533 

193727_1.R1040 

sat701008405.hl 

BLASTX 

g3335349 

658 

4.0e-69 

177 

69 

(AC004512) Similar to gb_U46691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens. ESTs 
gb_T42908, gb_AA586170 and gb_AA395125 come from this gene. 

[Arabidopsis thaliana] 

29534 

193738_1.R1040 
sat701008420.hl 



29535 

193739J..R1040 

jC-gmle01810045d06al 

BLASTX 

g2191171 

259 

1.0e-22 

81 

48 

(AF007270) similar to A. 
[Arabidopsis thaliana] 



thaliana DI19 mRNA (NID: g469110) 



Seq. No. 



29536 
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# 

Contig ID 193795J..R1040 
5 T -most EST uC-gmrominsoy276e05bl 

Seq. No. 29537 

Contig ID 193816JL . R1040 

5' -most EST sat701008663 .hi 




Seq. No. 29538 

Contig ID 193828_1 .R1040 

5 f -most EST sat701008568 . hi 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29539 

193831_1.R1040 

rlr700900159.hl 

BLASTX 

g3152579 

225 

1.0e-27 

98 

12 

(AC002986) YUP8H12R.9 [Arabidopsis thaliana] 
29540 

193855_1.R1040 

kll701212568.hl 

BLASTX 

g2723496 

244 

3.0e-25 

128 

52 

(AB009972) beta-1, 4-xylosidase [Aspergillus oryzae] 
29541 

193859JL.R1040 

sat701008602.hl 

BLASTX 

g3647355 

301 

1.0e-27 

105 

58 

(Z97348) predicted using hexExon; MAL3P1.12 (PFC0150w) , 
Human hypothetical protein KIAA024 9-related protein len: 
1160 aa; Similarity to 2 human and an yeast hypothetical 
gene. Human hypothetical protein KIAA0249 (SW: Y249_HUMA 



Seq. No. 29542 

Contig ID 193868JL .R1040 

5' -most EST sat701008613 . hi 

Seq. No. 29543 

Contig ID 193870JL . R1040 

5" -most EST g5057567 

Seq. No. 29544 

Contig ID 193929_1 . R1040 
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5' -most EST 



# 



zhf700965246.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



29545 

193951J..R1040 

bth700845382.hl 

BLASTX 

g3241943 

677 

2.0e-71 

152 

80 

(AC004625) hypothetical protein [Arabidopsis thalxana] 
29546 

193969_1.R1040 
g5057839 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29547 

193990JL.R1040 
sat701008819.hl 

29548 

193995_1.R1040 

epx701109276.hl 

BLASTX 

g4544451 

163 

2.0e-ll 

72 

46 

(AC006592) unknown protein [Arabidopsis thaliana] 
29549 

194008_1.R1040 

jC-gmro02910067h09al 

BLASTX 

g2245032 

234 

3.0e-19 

106 

51 , 
(Z97342) gibberellin oxidase homolog [Arabidopsis thaliana] 

29550 

194016JL.R1040 
sat701008859.hl 

29551 

194045_1.R1040 

kll701209619.hl 

BLASTX 

g2827556 

169 

3.0e-15 

127 

44 

(AL021635) predicted protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



29552 

194051_1.R1040 
uC-gmrominsoylllf 07bl 

29553 

194066_1.R1040 
uC-gmronoir030b03bl 

29554 

194073_1.R1040 
sat701008951.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



29555 

194089JL.R1040 

sat701008972.hl 

BLASTX 

g2944423 

183 

1.0e-13 

116 

41 

(AF049850) hypothetical protein [Mus musculus] 
29556 

194097__1.R1040 
sat701009149.hl 

29557 

194107_1.R1040 

fua701042312.hl 

BLASTX 

g3402684 

183 

6.0e-14 

51 

63 

(AC004697) hypothetical protein [Arabidopsis thaliana] 



29558 

194109_1.R1040 

awf700838967.hl 

BLASTX 

g3021409 

4 97 

4.0e-50 

139 

20 

(Y12781) transducin 



(beta) like 1 protein [Homo sapiens] 



29559 

194126_1.R1040 

pxt700943384.hl 

BLASTX 

g3482929 

301 

1.0e-27 
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Match length 67 
% identity 7 9 

NCBI Description (AC003970) Putative 
thaliana] 




transcription factor [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



29560 

194127JL.R1040 

sat701009961.h2 

BLASTN 

g2293067 

49 

3.0e-18 

281 

89 

S.rostrata mRNA 
29561 

194157_1.R1040 
pxt700944035.hl 



for early nodulin 



Seq. No. 29562 

Contig ID 194202_1 .R1040 

5' -most EST jC-gmle01810094g08dl 

Seq. No. 29563 

Contig ID 194217_1 . R1040 

5' -most EST jC-gmro02910004a07al 



Seq. No. 29564 

Contig ID 194247_1 .R1040 

5 '-most EST sat701009196 . hi 

Method BLASTX 

NCBI GI g461812 

BLAST score 232 

E value 3.0e-19 

Match length 128 

% identity 34 

NCBI Description CYTOCHROME P450 72 (CYPLXXII) (PROBABLE 

GERANIOL- 1 0 -HYDROXYLASE ) (GE10H) >gi_167484 (L10081) 
Cytochrome P-450 protein [Catharanthus roseus] 

>gi 445604_prf 1909351A cytochrome P450 [Catharanthus 

roseus] 

Seq. No. 29565 

Contig ID 194256_1 . R1040 

5 '-most EST sat701009212 .hi 

Method BLASTX 

NCBI GI g4115379 

BLAST score 223 

E value 1.0e-18 

Match length 80 

% identity 56 

NCBI Description (AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 



Seq. No. 29566 

Contig ID 194276_1.R1040 
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(1) 



5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq- No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



jC-gmst02400057g06al 
29567 

194289_1.R1040 
sat701009252.hl 

29568 

194294_2.R1040 
gsv701056852.hl 

29569 

194333_1.R1040 
sat701009314.hl 

29570 

194337_1.R1040 
uC-gmronoir062f 12bl 



29571 

194339_1.R1040 

pmv700892839.hl 

BLASTX 

gl076274 

188 

1.0e-26 

129 

52 

cucumisin (EC 3.4. 



21.25) precursor - muskmelon (fragment) 



29572 

194381JL.R1040 

sat701009375.hl 

BLASTX 

g4490736 

345 

1.0e-32 

114 

65 

(AL035708) putative protein [Arabidopsis thaliana] 
29573 

194384_1.R1040 

sat701009378.hl 

BLASTX 

g!25415 

214 

3.0e-17 

110 
42 

KINESIN HEAVY CHAIN >gi_1027 14_pir A35075 kinesin heavy 

chain - longfin squid >gi_161290 (J05258) kinesin heavy 
chain [Loligo pealii] 

29574 

194385_1.R1040 
sat701009379.hl 



4553 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



29575 

194394JL.R1040 
sat701009392.hl 

29576 

194414_1.R1040 

zhf700953808.hl 

BLASTX 

g2832686 

519 

6.0e-53 

139 

63 

(AL021712) putative protein [Arabidopsis thaliana] 



29577 

194463_2.R1040 

pxt700945306.hl 

BLASTX 

g3033389 

147 

2.0e-09 

70 

24 

(AC004238) Cf-2, 



1-like protein [Arabidopsis thaliana] 



29578 

194466_1.R1040 
sat701009506.hl 



Seq. No. 
Contig ID 
5' -most EST 



29579 

194468J..R1040 
sat701009512.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29580 

194482J..R1040 
bth700849483.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



29581 

194499_1.R1040 
jC-gmro02910063b03al 

29582 

194546J..R1040 
pxt700943786.hl 

29583 

194553_1.R1040 
jC-gmst02400065d04a2 

29584 

194575_1.R1040 
gsv701047130.hl 

29585 

194623_1.R1040 
sat701009739.hl 



4554 



Seq. No. 
Contig ID 
5 T -most EST 



29586 

194731_1.R1040 
sat701009879.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



29587 

194735_1.R1040 
sat701009886.hl 

29588 

194735_2.R1040 
uC-gmflminsoy078c02bl 

29589 

194747_1.R1040 

bth700846381.hl 

BLASTX 

g3367594 

222 

4.0e-18 

88 
47 

(AL031135) putative protein [Arabidopsis thaliana] 
29590 

194760JL.R1040 
sat701009926.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



29591 

194789JL.R1040 

sat701009960.h2 

BLASTN 

g298018 

141 

2.0e-73 

225 
94 

M.sativa mRNA msk7 for map kinase 
29592 

194793J..R1040 
uC-gmropic033d02bl 



Seq. No. 
Contig ID 
5 T -most EST 



29593 

194813_1.R1040 
kll701212812.hl 



Seq. No. 
Contig ID 
5' -most EST 



29594 

194814_1.R1040 
sat701009994.h2 



Seq. No. 
Contig ID 
5' -most EST 



29595 

194816_1.R1040 
hrw701061964.hl 



Seq. No. 
Contig ID 



29596 

194833 1.R1040 



4555 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy2 7 2 cO 9b 1 

BLASTX 

g3413704 

560 

2.0e-57 
147 
70 

(AC004747) 



hypothetical protein [Arabidopsis thaliana] 



29597 

194833_2.R1040 

uC-gmrominsoyl 0 9cl2bl 

BLASTX 

g3413704 

272 

7.0e-24 

82 
65 

(AC004747) hypothetical protein [Arabidopsis thaliana] 
29598 

194858JL.R1040 

sat701010054.h2 

BLASTX 

g2507229 

297 

6.0e~27 

90 

66 

40 KD PEPTIDYL-PROLYL CIS-TRANS ISOMERASE (PPIASE) 
(ROTAMASE) (CYCLOPHILIN-40 ) (CYP-40) (CYCLOPHILIN-RELATED 
PROTEIN) (ESTROGEN RECEPTOR BINDING CYCLOPHILIN) 

>gi 423247 pir A46579 estrogen receptor-binding 

cyclophilin" - bovine >gi_393300_dbj_BAA03159_ (D14074) 
cyclophilin [Bos taurus] 



Seq. No. 


29599 


Contig ID 


194860 1.R1040 


5' -most EST 


sat701010057.h2 


Method 


BLASTN 


NCBI GI 


g312988 


BLAST score 


127 


E value 


3.0e-65 


Match length 


227 


% identity 


89 


NCBI Description 


G.max mRNA for beta 


Seq. No. 


29600 


Contig ID 


194870 1.R1040 


5' -most EST 


leu701148749.hl 


Method 


BLASTX 


NCBI GI 


g4249380 


BLAST score 


252 


E value 


1.0e-21 


Match length 


90 


% identity 


52 


NCBI Description 


(AC005966) ESTs gb 



4556 



from this gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



29601 

194875_1.R1040 
sat701010075.h2 

29602 

194900_1.R1040 

jC-gmst02400029f07dl 

BLASTX 

g2623297 

192 

2.0e-14 

59 

56 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3790583 (AF079180) RING-H2 finger protein RHCla 
[Arabidopsis thaliana] 

29603 

194900_2.R1040 

jC-gmro02910071b07dl 

BLASTX 

g2982466 

155 

3.0e-10 

39 

59 

(AL022223) putative protein [Arabidopsis thaliana] 
29604 

194904_1.R1040 

jsh701066235.hl 

BLASTX 

g3540180 

232 

2.0e-19 

104 

49 

(AC004122) Unknown protein [Arabidopsis thaliana] 
29605 

194930JL.R1040 
sat701010158.h2 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



29606 

194936_1.R1040 
sat701010170.h2 

29607 

194946_1.R1040 

sat701010189.h2 

BLASTX 

g3695019 

297 

3.0e-27 
92 



4557 



% identity 58 ..... ^ , ■ i 

NCBI Description (AF055848) subtilisin-like protease [Arabidopsis thalianaj 



Seq. No. 29608 

Contig ID 194957_1. R1040 

5' -most EST jC-gmst02400027dl0al 

Seq. No. 29609 

Contig ID 194970JL • R1040 

5' -most EST sat701010228 .h2 

Seq. No. 29610 

Contig ID 194982_1 . R1040 

5 ' -most EST pmv700889887 .hi 



Seq. No. 29611 

Contig ID 195033_1 .R1040 

5 ! -most EST g5677757 

Method BLASTX 

NCBI GI g3600049 

BLAST score 378 

E value 2.0e-36 

Match length 123 

% identity 64 

NCBI Description (AF080120) similar to initiation factor IF2-beta (Pram: 
GTP__EFTU . hmm, score: 226.67) [Arabidopsis thaliana] 

Seq. No. 29612 

Contig ID 195062_1 .R1040 

5 '-most EST sat701010365 .hi 

Method BLASTX 

NCBI GI g3600032 

BLAST score 378 

E value 1.0e-36 

Match length 102 

% identity 61 

NCBI Description (AF080119) contains similarity to tropomyosin (Pfam: 

Tropomyosin. hmm, score: 14.57) and ATP synthase (Pfam: 
ATP-synt_B.hmm, score: 10.8 9) [Arabidopsis thaliana] 

Seq. No. 29613 

Contig ID 195094_1 .R1040 

5' -most EST g5606044 

Method BLASTX 

NCBI GI g4559333 

BLAST score 182 

E value 9.0e-17 

Match length 122 

% identity 49 

NCBI Description (AC007087) unknown protein [Arabidopsis thaliana] 



Seq. No. 29614 

Contig ID 195207JL.R1040 

5 T -most EST sat701010565 . hi 

Seq. No. 29615 

Contig ID 195227J. .R1040 



4558 



5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jex700904394.hl 
29616 

195290_1.R1040 
sat701010670.hl 

29617 

195299_1.R1040 
uC-gmropic019a01bl 

29618 

195313_1.R1040 

asn701137390.hl 

BLASTX 

g3249105 

396 

1.0e-38 

98 
69 

(AC003114) Contains similarity to protein phosphatase 2C 
(ABI1) gb_X78886 from A. thaliana. [Arabidopsis thaliana] 

29619 

195326_1.R1040 
sat701010719.hl 

29620 

195354_1.R1040 

asn701138694.hl 

BLASTX 

g2342423 

274 

2.0e-24 

101 

62 

(AB0007 97) NPKl-related protein kinase IS [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29621 

195465_1.R1040 
sat701010931.hl 

29622 

195499_1.R1040 
sat701010979.hl 

29623 

195533_1.R1040 

sat701011065.hl 

BLASTX 

g4539314 

161 

1.0e-ll 

54 

57 

(AL035679) kinesin like protein [Arabidopsis thaliana] 



4559 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29624 

195555_1.R1040 
sat701011073.hl 

29625 

195587JL.R1040 

sat701011116.hl 

BLASTX 

g4432835 

196 

2.0e-15 

54 

61 

(AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 


29626 


Contig ID 


195588 1.R1040 


5' -most EST 


sat701011117.hl 


Method 


BLASTN 


NCBI GI 


g2598586 


BLAST score 


152 


E value 


4.0e-80 


Match length 


272 


% identity 


89 


NCBI Description 


Medicago truncatula 


Seq. No. 


29627 


Contig ID 


195612 1.R1040 


5" -most EST 


sat701011145.hl 


Method 


BLASTX 


NCBI GI 


g4220535 


BLAST score 


369 


E value 


1.0e-35 


Match length 


85 


% identity 


84 


NCBI Description 


(AL035356) clathrin 




thaliana] 



mRNA for cycloartenol synthase, partial 



coat assembly like protein [Arabidopsis 



Seq. No. 29628 

Contig ID 195622_1 .R1040 

5' -most EST asn701139014 .hi 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29629 

195663_1.R1040 

leu701146071.hl 

BLASTX 

gl651736 

241 

3.0e-20 

69 

65 

(D90899) cysteine synthase [Synechocystis sp.] 



Seq. No. 29630 

Contig ID 195667_1 . R1040 

5 1 -most EST j sh701066652 .hi 

Method BLASTX 



4560 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



g4432855 
392 

5.0e-38 

140 

68 

(AC006300) 



unknown protein [Arabidopsis thaliana] 



29631 

195670JL.R1040 
sat701011220.hl 

29632 

195692_1.R1040 
zsg701127909.hl 

29633 

195710__1.R1040 
sat701011269.hl 



Seq. No. 
Contig ID 
5' -most EST 



29634 

195715JL.R1040 
sat701011275.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



29635 

195739_1.R1040 
sat701011311.hl 

29636 

195761_1.R1040 

fua701036962.hl 

BLASTX 

g3269296 

145 

5.0e-09 

76 

41 

(AL030978) putative protein [Arabidopsis thaliana] 
29637 

195771_1.R1040 
jC-gmle01810093d04dl 

29638 

195772_1.R1040 

g4292625 

BLASTX 

g4512681 

372 

1.0e-35 

160 

52 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
29639 

195775_1.R1040 
gsv701050635.hl 



4561 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



29640 

195791JL.R1040 
gsv701045616.hl 

29641 

195810JL.R1040 

jC-gmst02400040d05al 

BLASTX 

g2135172 

186 

1.0e-13 

133 

32 

gene anonymous protein - human >gi_388012 (L18972) 
anonymous [Homo sapiens] 

>gi_4505829_ref_NP_003669.1_pPK1.3_ gene from 
NF2 /meningioma region of 22ql2 

29642 

195824JL.R1040 

yzl700966927.hl 

BLASTX 

g2344890 

244 

5.0e-27 

83 

76 

(AC002388) TINY transcription factor isolog [Arabidopsis 
thai i ana] 

29643 

195832JL.R1040 
sat701011429.hl 

29644 

195846JL. R1040 

leu701145620.hl 

BLASTX 

g2739372 

180 

2.0e-13 

66 

64 

(AC002505) hypothetical protein [Arabidopsis thaliana] 
29645 

195849_1.R1040 
epx701105188.hl 

29646 

195857_1.R1040 
sat701011463.hl 



Seq. No. 
Contig ID 
5 T -most EST 



29647 

195867JL.R1040 
zhf700965170.hl 



4562 



Seq. No. 


29648 


Contig ID 


195880 1.R1040 


5 '-most EST 


sat701011503.hl 


Seq. No. 


29649 


Contig ID 


195983 1.R1040 


5' -most EST 


leu701155819.hl 


Method 


BLASTX 


NCBI GI 


gl223579 


BLAST score 


305 


E value 


3.0e-28 


Match length 


85 


% identity 


68 


NCBI Description 


(X96481) cDNAlOl [Arabidops. 


Seq. No. 


29650 


Contig ID 


196011J..R1040 


5 '-most EST 


uC-gmromins oyl 6 8 cO 3bl 


Method 


BLASTX 


NCBI GI 


g3355640 


BLAST score 


477 


E value 


3.0e-48 


Match length 


120 


% identity 


81 


NCBI Description 


(AJ009684) IVR-like protein 


Seq. No. 


29651 


Contig ID 


196036 1.R1040 


5' -most EST 


sat701011749.hl 


Method 


BLASTX 


NCBI GI 


a3080435 


BLAST score 


637 


E value 


2.0e-66 


Match length 


147 


O J.UC11L. J. 




NCBI Description 


(AL022605) putative protein 


Seq. No. 


29652 


Contia ID 


196068 1 R1040 


5 T -most EST 


jex700907228.hl 


Seq. No. 


29653 


Cnnf" in TV) 


196101 1 R1040 


5 f -most EST 


sat701011846.hl 


Seq. No. 


29654 


Contig ID 


196144 1.R1040 


5 T -most EST 


sat701012096.hl 


Seq. No. 


29655 


Contig ID 


196150 1.R1040 


5 1 -most EST 


uC-gmflminsoy010a02bl 


Method 


BLASTX 


NCBI GI 


g3033392 


BLAST score 


723 


E value 


1.0e-76 


Match length 


186 



4563 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 



72 

(AC004238) putative translation initiation factor 
EIF-2B-epsilon subunit [Arabidopsis thaliana] 

29656 

196152JL.R1040 

jC-gmle01810062dllal 

BLASTX 

g2864618 

605 

8.0e-63 

191 

61 

(AL021811) putative protein [Arabidopsis thaliana] 
29657 

196202_1.R1040 

sat701012010.hl 

BLASTX 

g4544399 

296 

8.0e-27 

133 

68 

(AC007047) putative beta-ketoacyl-CoA synthase [Arabidopsis 
thaliana] 

29658 

196209_1.R1040 

sat701012020.hl 

BLASTX 

g927575 

112 

4.0e-ll 

125 

40 

(U12926) alpha galactosidase [Glycine max] 
29659 

196216_1.R1040 

pxt700946306.hl 

BLASTX 

g2244792 

342 

1.0e-32 

75 

85 

(Z97336) ankyrin homolog [Arabidopsis thaliana] 
29660 

196233JL.R1040 
uC-gmflminsoy089g03bl 

29661 

196234_1.R1040 

jC-gmfl02220053g!2al 

BLASTX 



4564 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



g3152582 
361 

2.0e-34 

151 

50 

(AC002986) YUP8H12R.20 [Arabidopsis thaliana] 
29662 

196243_1.R1040 
uC-gmflminsoy021h04bl 

29663 

196251_1.R1040 

zsg701130316.hl 

BLASTX 

g2190548 

186 

5.0e-14 

69 

55 

(AC001229) EST gb_ATTS1121 comes from this gene. 
[Arabidopsis thaliana] 

29664 

196277_1.R1040 

sat701012132.hl 

BLASTX 

g3176690 

325 

4.0e-30 

75 

83 

(AC003671) Similar to ubiquitin ligase gb_D63905 from S. 
cerevisiae. EST gb_R65295 comes from this gene. 
[Arabidopsis thaliana] 

29665 

196282_1.R1040 

jsh701065685.hl 

BLASTN 

g2627180 

241 

1.0e-133 

453 

88 

Pisum sativum mRNA for cycloartenol synthase, complete cds 
29666 

196303JL.R1040 
uC-gmronoir033gl0bl 



Seq. No. 
Contig ID 
5 T -most EST 



29667 

196326JL.R1040 
zhf700957964.hl 



Seq. No. 
Contig ID 



29668 

196395 1.R1040 



4565 



5 '-most EST 



# 

jC-gmro02910029flldl 



Seq. No. 29669 

Contig ID 196421_1.R1040 

5' -most EST sat701012409.hl 

Method BLASTX 

NCBI GI gl865721 

BLAST score 348 

E value 4.0e-33 

Match length 80 

% identity 76 

NCBI Description (Y08067) mitochondrial single-subunit DNA-dependent RNA 
polymerase [Chenopodium album] 



Seq. No. 29670 

Contig ID 196426_1 . R1040 

5' -most EST zhf 700959816 .hi 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29671 

196442_1.R1040 

jC-gmst02400055e08al 

BLASTX 

g2827556 

192 

1.0e-14 

79 
48 

(AL021635) predicted protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29672 

196453_1.R1040 

sat701012406.hl 

BLASTN 

g4115338 

112 

3.0e-56 

220 
22 

Pisum sativum (Alaska) 



ubuquitin (PUB4) gene, complete cds 



Seq. No. 29673 

Contig ID 196651_1 .R1040 

S'-most EST gsv701046508.hl 



Seq. No. 29674 

Contig ID 196699_1 . R1040 

5' -most EST g5752704 

Method BLASTX 

NCBI GI g4322940 

BLAST score 384 

E value 7.0e-37 

Match length 113 

% identity 37 

NCBI Description (AF096299) DNA-binding protein 2 [Nicotiana tabacum] 

Seq. No. 29675 

Contig ID 196730_1 . R1040 



4566 



5' -most EST 



dpv701100906.hl 



Seq. No, 29676 

Contig ID 196753_1 . R1040 

5' -most EST uC-gmronoir007e01bl 

Seq. No. 29677 

Contig ID 196755_1. R1040 

5 ? -most EST zhf 700951721 .hi 

Method BLASTX 

NCBI GI g2959781 

BLAST score 676 

E value 5.0e-90 

Match length 192 

% identity 86 

NCBI Description (AJ223508) Zwille protein [Arabidopsis thaliana] 

Seq. No. 29678 

Contig ID 196758_1 .R1040 

5 '-most EST sat701012844 .hi 

Seq. No. 29679 

Contig ID 196763JL . R1040 

—■5' -most EST sat701012849 .hi 

Seq. No. 29680 

Contig ID 196801JL . R1040 

5' -most EST sat701012906.hl 

Method BLASTX 

NCBI GI g4539324 

BLAST score 175 

E value 9.0e-13 

Match length 60 

% identity 60 

NCBI Description (AL03567 9) kinesin like protein [Arabidopsis thaliana] 

Seq. No. 29681 

Contig ID 196816_1 .R1040 

5' -most EST hrw701062093 . hi 

Seq. No. 29682 

Contig ID 196827JL . R1040 

5' -most EST sat701012935 . hi 

Method BLASTX 

NCBI GI g4204259 

BLAST score 211 

E value 4.0e-17 

Match length 51 

% identity 7 6 

NCBI Description (AC005223) 18074 [Arabidopsis thaliana] 

Seq. No. 29683 

Contig ID 196841_1 .R1040 

5' -most EST sat701012958 . hi 

Method BLASTX 

NCBI GI g3287270 

BLAST score 208 



4567 



CD 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-16 
86 

(Y09533) involved in starch metabalism [Solanum tuberosum] 
29684 

196912_1.R1040 

jsh701066923.hl 

BLASTX 

g482404 

145 

6.0e-09 

160 

11 

T-complex-associated-testes-expressed-1 protein - mouse 
>gi_201910 (M28821) Tcte-1 peptide [Mus musculus] 

29685 

196940_1.R1040 

bth700849266.hl 

BLASTX 

gl402918 

404 

2.0e-39 " " " 

106 

71 

(X98320) peroxidase [Arabidopsis thaliana] 
>gi_1429215_emb_CAA67310_ (X98774) peroxidase ATP6a 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29686 

196952_1.R1040 
sat701013110.hl 



Seq. No. 
Contig ID 
5' -most EST 



29687 

196976_1.R1040 
sat701013323.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 



29688 

197022_1.R1040 
leu701155607.hl 

29689 

197029_1.R1040 

rlr700897547.hl 

BLASTX 

g4417287 

185 

7.0e-14 

78 

51 

(AC007019) unknown protein [Arabidopsis thaliana] 
29690 

197032JL.R1040 

sat701013224.hl 

BLASTX 



4568 



(ID 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4056460 
257 

3.0e-22 

89 

52 

(AC005990) Contains similarity to gb_L26505 Met30p from 

Saccharomyces cerevisiae. ESTs gb_F14133, gb_T46217, 

gb AA404758 and gb_Z37 647 come from this gene. [Arabidopsis 

thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



29691 

197142JL.R104Q 
sat701013408.hl 



Seq. No. 

Contig ID 
5 1 -most EST 



29692 

197147_1.R1040 
jC-gmro02910071h01dl 



Seq. No. 
Contig ID 
5 '-most EST 



29693 

197160_1.R1040 
dpv701101082.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29694 

197161_1.R1040 

fC-gmse700838708cl 

BLASTX 

gl877397 

187 

6.0e-14 

46 

74 

(Y11591) shaggy-like kinase [Ricinus communis] 



Seq. No. 
Contig ID 
5 '-most EST 



29695 

197170__1.R1040 
jC-gmle01810082e07al 



Seq. No. 
Contig ID 
5 '-most EST 



29696 

197228_1.R1040 
g4298019 



Seq. No. 
Contig ID 
5' -most EST 



29697 

197233_1.R1040 
fua701038023.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29698 

197235_1.R1040 

fC-gmro700845003fl 

BLASTX 

gl246403 

237 

1.0e-29 

91 

74 

(X94698) TINY [Arabidopsis thaliana] >gi_3406035 (AC005405) 
TINY [Arabidopsis thaliana] 



4569 



Seq. No. 




Contig ID 


ly/zoo 1.K1U4U 


5 -most EbT 


Dun /UUOfi / -7 • XIX 


Method 


BLASTX 


NCBI GI 


g3128176 


BLAST score 


373 


E value 


1 . Ue-oj 


Match length 


1 1 o 


% identity 


55 


NCBI Description 


(AC004521) unknown protein [Arab 


Seq. No. 


O A ~1 A A 

29700 


Contig ID 


197237 1.R1040 


5' -most EST 


gsv701046729.hl 


Seq. No. 


Z 9 / Ul 


Contig ID 


iy / -500 1 . K1U4U 


5' -most EST 


sat /UlUlJ/oo. ni 


Seq. No. 


o m a o 
zy /UZ 


Contig ID 


19 /OO / 1 . R1U4U 


5 1 -most EST 


j u gmrou z yiuu /icu /ui 


Method 


BLASTX 


NCBI GI 


g2344894 


BLAST score 


152 


E value 


7 . Oe-10 


Match length 


60 


% identity 


52 


NCBI Description 


(AC002388) hypothetical protein 


Seq. No. 


29703 


Contig ID 


197382 1.R1040 


5 1 -most EST 


gooUb43Z 


Method 


BLASTX 


NCBI GI 


g2275213 


BLAST score 


473 


E value 


o . ue-4 / 


Match length 


182 


% identity 


56 


NCBI Description 


(AC002337) hypothetical protein 


Seq. No. 


29704 


Contig ID 


197403_1.R1040 


5 '-most EST 


uC-gmropic041h04bl 


Seq. No. 


29705 


Contig ID 


197406 1.R1040 


5' -most EST 


jC-gmfl02220053f04al 


Seq. No. 


A A *7 a r 

29706 


Contig ID 


19740o Z.R1U4U 


5' -most EST 


pxt700944 637 . hi 


Seq. No. 


29707 


Contig ID 


197411 1.R1040 


5' -most EST 


g5509811 


Method 


BLASTX 



4570 



NCBI GI 


a4006886 


BLAST score 


460 


E value 


9.0e-46 


Match length 


131 


% identity 


67 


NCBI Description 


(Z99708) putati 


Seq. No. 


29708 


Contig ID 


197434 1.R1040 


5 '-most EST 


bth700845640.hl 


Method 


BLASTN 


NCBI GI 


g2245682 




1 4 S 


E value 


1.0e-75 


Match length 


305 


% identity 


87 




\7p -J -pi o Tna v noy 

VJXyw.LlJ.t5 iLLcLA. pel 




cds 


Seq. No. 


29709 


Pont* in TV) 


1Q7444 1 R1040 


5 '-most EST 


sat701013865.hl 


Seq. No. 


29710 


Contig ID 


197454 1.R1040 


5' -most EST 


sat701013877.hl 


Seq. No. 


29711 


Contig ID 


197484 1.R1040 


5' -most EST 


sat701013920.hl 


Method 


BLASTX 


NCBI GI 


g2558516 


Olorio I iSCOlc 




E value 


2.0e-l€ 


Match length 


84 


% identity 


45 




\rtu \JU J- J. J- .? J X\cH~>~J 




taurus] 


Seq. No. 


29712 




1 Q7SS4 1 R1 04 D 


5' -most EST 


kll701211259.hl 


Seq. No. 


29713 


Contig ID 


197564 1.R1040 


5' -most EST 


sat701014050.hl 


Seq. No. 


29714 


Contig ID 


197607 1.R1040 


5' -most EST 


sat701014106.hl 


Method 


BLASTN 


NCBI GI 


gl396053 


BLAST score 


74 


E value 


6.0e-34 


Match length 


142 


% identity 


88 



NCBI Description Pisum sativum mRNA for phosphoribosylanthranilate 



4571 



transferase, partial cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29715 

197627JL.R1040 

sat701014139.hl 

BLASTX 

g4115383 

300 

1.0e-27 

92 
58 

(AC005967) receptor-like protein kinase [Arabidopsxs 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29716 

197632JL.R1040 

sat701014146.hl 

BLASTX 

g2827699 

147 

4.0e-09 

182 

25 

(AL021684) predicted protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29717 

197661JL.R1040 
fC-gmse7 00660311r5 



Seq. No. 
Contig ID 
5 T -most EST 



29718 

197689JL.R1040 
bth700844437.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29719 

197725_4.R1040 
zsg701126981.hl 



Seq. No. 
Contig ID 
5' -mo st EST 



29720 

197747_1.R1040 
asn701137866.hl 



Seq. No. 
Contig ID 
5' -most EST 



29721 

197748_1.R1040 
jsh701067605.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29722 

197764JL.R1040 

jC-gmfl02220096c03dl 

BLASTX 

gll61167 

220 

1.0e-17 

80 

44 

(L424 66) ethylene- forming enzyme [Picea glauca] 



Seq. No. 



29723 



4572 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



197797_1.R1040 
dpv701101334.hl 

29724 

197832JL.R1040 

sat701014423.hl 

BLASTX 

g4063751 

160 

6.0e-ll 

118 

33 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4 510409_gb_AAD214 95.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

29725 

197891_1.R1040 
sat701014510.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



29726 

197893JL.R1040 
sat701014593.hl 

29727 

197943_1.R1040 

jC-gmle01810029cl0dl 

BLASTX 

g3236255 

147 

4.0e-09 

89 

33 

(AC004684) hypothetical protein [Arabidopsis thaliana] 
29728 

197965_1.R1040 
jC-gmfl02220130d06al 

29729 

197986_1.R1040 
zhf700958990.hl 

29730 

198008_1.R1040 
jex700906491.hl 

29731 

198012_1.R1040 
zsg701119896.hl 

29732 

198110_1.R1040 

sat701014822.hl 

BLASTX 

g3924598 

228 



4573 



E value 


1.0e-18 


Match length 


167 


•5 lctentiLy 




NCBI Description 


(AF069442) putative oxidoreduct 


Seq. No. 


29733 




1 Qftl 11 1 PI OAC\ 


5' -most EST 


sat701014823.hl 


Seq. No. 


29734 


Contig ID 


198125 1.R1040 


5' -most EST 


kll701207269.hl 


Seq. No. 


29735 


Contig ID 


198139 1.R1040 


5' -most EST 


sat701014863.hl 


Method 


BLASTX 


NCBI GI 


gl418331 






E value 


2.0e-61 


Match length 


169 


% identity 


66 


NCBI Description 


(X95909) receptor like protein 




thaliana] 


Seq. No. 


29736 


Contig ID 


198142 1.R1040 


5' -most EST 


g4303640 


Method 


BLASTX 


MfDT fir 


rrl fi ^ Q£ft 
yio oo jDO 


BLAST score 


391 


E value 


2.0e-41 


Match length 


150 


% identity 




NCBI Description 


(D88121) CPRD12 protein [Vigna 


Seq, No. 


29737 




1 Qpl CO 1 TD 1 f\Af\ 


5 '-most EST 


zsg701127620.hl 


Seq, No. 


29738 




1 1 R1 f)ACl 


5' -most EST 


sat701015140.hl 


Seq. No. 


29739 


Contig ID 


198306 1.R1040 


5' -most EST 


uC-gmflminsoy042d09bl 


Seq. No. 


29740 


Contig ID 


198309 1.R1040 


5 '-most EST 


leu701153759.hl 


Method 


BLASTX 


NCBI GI 


g4128133 


BLAST score 


141 


E value 


8.0e-09 


Match length 


56 


% identity 


45 



4574 



CD • 

NCBI Description (AJ006068) dTDP-D-glucose 4, 6-dehydratase [Homo sapiens] 



Seq. No. 


29741 


Contig ID 


198316 1.R1040 


5 '-most EST 


sat701015161.hl 


Seq. No. 


29742 


Contig ID 


198427 1.R1040 


R t -rnnc ,-|- F9T 

J u.l\J o L. JjOI 


sat701015304 .hi 


Method 


BLASTX 


NCBI GI 


g4099090 


BLAST score 


572 


TP iral no 
Hj Value 


9 . Oe-59 


Match length 


137 


% identity 


75 


NCBI Description 


(U83178) unknown [Arabidopsis thaliana] 


Seq. No. 


29743 


Contig ID 


198434 1.R1040 


5 1 -most EST 


asn701141557.hl 


Seq. No. 


29744 


Contig ID 


198451 1.R1040 




oxt700945140.hl 


Method 


BLASTX 


NCBI GI 


g3927836 


BLAST score 


212 


Hj vaxue 




Match length 


47 


% identity 


79 


NCBI Description 


(AC005727) unknown protein [Arabidopsis thai 


Seq. No. 


29745 


Contig ID 


198453 1.R1040 


5 '-most EST 


sat701015335.hl 


Seq. No. 


29746 


Contig ID 


198458 1.R1040 


5' -most EST 


sat701015342.hl 


Seq. No. 


29747 


Contig ID 


198461 1.R1040 


c i _7Tir\c!-t- UCT 1 
O IUOSU HjO 1 


rlr700901985.hl 


Method 


BLASTX 


NCBI GI 


g3068713 


BLAST score 


253 


Hj Value 


5 . Oe-22 


Match length 


87 


% identity 


60 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 


Seq. No. 


29748 


Contig ID 


198515 1.R1040 


5 '-most EST 


sat701015414.hl 


Seq. No. 


29749 


Contig ID 


198519_1.R1040 



4575 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy209a04bl 

BLASTX 

g4455260 

819 

1.0e-87 

173 

83 

(AL035353) protein kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29750 

198553JL.R1040 

sat701015458.hl 

BLASTX 

gl931652 

147 

3.0e-09 

39 
22 

(U95973) phosphatidylinositol-4-phosphate 5-kinase isolog 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



29751 

198556_1.R1040 

jC-gmro02910036b05dl 

BLASTX 

g4490736 

479 

3.0e-48 

112 

64 

(AL035708) putative protein [Arabidopsis thaliana] 
29752 

198577_1.R1040 
sat701015493.hl 



Seq. No. 
Contig ID 
5' -most EST 



29753 

198633_1.R1040 
awf700836368.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29754 

198663JL.R1040 

g5058327 

BLASTX 

g710465 

309 

3.0e-28 

142 

51 

OEP86=outer envelope protein [Peas, Peptide Chloroplast, 
878 aa] 



Seq. No. 
Contig ID 
5' -most EST 



29755 

198672_1.R1040 
awf700836424.hl 



4576 



CI 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29756 

198681_1.R1040 

awf700836435.hl 

BLASTN 

g609343 

101 

2.0e-49 

342 

85 

Pisum sativum Wando aspartate carbamoyl transf erase (pyrB3) 
mRNA, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29757 

198729_1.R1040 

awf700836507.hl 

BLASTX 

g2947070 

213 

6.0e-19 

160 

44 

(AC002521) putative Ser/Thr protein kinase [Arabxdopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29758 

198749JL.R1040 

jC-gmfl02220090g03al 

BLASTX 

g2130210 

156 

5.0e-10 

70 
44 

hypothetical protein 
pombe) 



fission yeast (Schizosaccharomyces 



Seq. No. 
Contig ID 
5' -most EST 



29759 

198749_2.R1040 
g4286231 



Seq. No. 
Contig ID 
5' -most EST 



29760 

198758_1.R1040 
awf700836543.hl 



Seq. No. 
Contig ID 
5 T -most EST 



29761 

198818_1.R1040 
awf700836625.hl 



Seq. No. 
Contig ID 
5' -most EST 



29762 

198835_1.R1040 
uC-gmflminsoy001c03bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



29763 

198862_1.R1040 
awf700842302.hl 
BLASTX 
g3063444 



4577 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



174 

3.0e-12 

60 

57 

(AC003981) F22013.5 [Arabidopsis thaliana] 
29764 

198933_1.R1040 
awf700836778.hl 

29765 

198949_1.R1040 

awf700836802.hl 

BLASTN 

gl3384 

169 

3.0e-90 

278 
90 

Pea mitochondrial coxl gene for cytochrome oxidase subunit 
I 



Seq. No. 
Contig ID 
5 f -most EST 



29766 

198997_1.R1040 
all700863227.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29767 

199013_1.R1040 
uC-gmrominsoy261dllbl 

29768 

199020_1.R1040 

awf700836913.hl 

BLASTN 

g3868723 

44 

1.0e-15 

192 

81 

Arabidopsis thaliana chromosome V map 
sequence [Arabidopsis thaliana] 



60.5 cM, complete 



Seq. No. 
Contig ID 
5' -most EST 



29769 

199035JL.R1040 
awf 700836932. hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29770 

199038JL.R1040 

awf700836937.hl 

BLASTX 

g4106395 

294 

2.0e-26 

111 

55 

(AF073744) raffinose synthase 



[Cucumis sativus] 



4578 



Seq. No. 

Contig ID 
5 T -most EST 



# 



29771 

199039JL.R1040 
awf700842414.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



29772 

199056_1.R1040 
awf700836959.hl 

29773 

199075_1.R1040 
jC-gmst02400026d02al 

29774 

199081_1.R1040 
zhf700953761.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



29775 

199151_1.R1040 
uC-gmropicll3a07bl 

29776 

199167JL.R1040 
awf700837156.hl 



Seq. No. 
Contig ID 
5' -most EST 



29777 

199186JL.R1040 
awf700837147.hl 



Seq. No. 

Contig ID 
5 T -most EST 



29778 

199260_1.R1040 
awf700837255.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29779 

199274_1.R1040 
awf700837280.hl 

29780 

199297_1.R1040 

jC-gmst02400016e07al 

BLASTX 

g4490708 

214 

2.0e-17 

51 
80 

(AL035680) putative protein [Arabidopsis thaliana] 
29781 

199312JL.R1040 

jC-gmfl02220104h04dl 

BLASTN 

gl8731 

194 

1.0e-105 

218 

97 

Soybean RPB1-B1 gene for the largest subunit of RNA 



4579 



# 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



polymerase II (EC 2.7.7.6) 
29782 

199313_1.R1040 
awf700837341.hl 

29783 

199315_1.R1040 

crh700852559.hl 

BLASTX 

gl363749 

152 

5.0e-10 

93 

35 

probable membrane protein YLR418c - yeast (Saccharomyces 
cerevisiae) >gi_632679 (U20162) Cdc73p [Saccharomyces 
cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



29784 

199383JL.R1040 
awf700837445.hl 

29785 

199443_1.R1040 
fC-gmse700841524fl 

29786 

199451_1.R1040 
dpv701098501.hl 

29787 

199455JL.R1040 
uC-gmflminsoy066d02bl 

29788 

199482JL.R1040 
hrw701059258.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29789 

199482_3.R1040 
bth700844906.hl 



Seq. No. 
Contig ID 
5' -most EST 



29790 

199498_1.R1040 
kll701213363.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



29791 

199515_1.R1040 
jC-gmfl02220103b07dl 

297 92 

199531_1.R1040 

uC-gmflminsoyll8d07bl 

BLASTX 

g2459421 

248 



4580 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



5.0e-21 

73 

63 

(AC002332) putative calcium-binding EF-hand protein 
[Arabidopsis thaliana] 

29793 

199533_1.R1040 
gsv701056160.hl 



29794 

199535_1.R1040 

uC-gmrominsoy032b01bl 

BLASTN 

g22635 

35 

5.0e-10 

59 
90 

P. vulgar is mRNA for 70 



kD heat shock protein 



29795 

199670_1-R1040 
crh700850007.hl 



Seq. No. 
Contig ID 
5' -most EST 



29796 

199801JL.R1040 
dpv701100931.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



29797 

199813_1.R1040 
awf700838065.hl 

29798 

199813_3.R1040 
jex700905882.hl 

29799 

199844_1.R1040 
awf700838110.hl 

29800 

199921_1.R1040 

awf700838214.hl 

BLASTX 

g4417267 

286 

2.0e-42 

114 

68 

(AC007019) hypothetical protein [Arabidopsis thaliana] 
29801 

199925 JL.R1040 
zhf 700953264. hi 
BLASTX 
gl652942 



4581 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



145 

3.0e-09 

118 

31 

(D90909) extragenic suppressor [Synechocystis sp.] 
29802 

200013_1.R1040 

awf700838363.hl 

BLASTN 

g3413510 

77 

2.0e-35 

197 

85 

Spinacia oleracea mRNA (nuclear-encoded) for chloroplast 
glucose-6-phosphate isomerase 

29803 

200043_1.R1040 

awf700838485.hl 

BLASTX 

g3063693 

301 " 

8.0e-28 

78 

64 

(AL022537) putative protein [Arabidopsis thaliana] 
29804 

200080JL.R1040 

crh700852040.hl 

BLASTX 

gl35406 

390 

4.0e-38 

91 

85 

TUBULIN ALPHA- 3 /ALPHA- 5 CHAIN >gi_997 68j?ir A32712 tubulin 

alpha-5 chain - Arabidopsis thaliana >gi_166912 (M17189) 
alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84698) 
alpha-5 tubulin [Arabidopsis thaliana] 

29805 

200088JL.R1040 
awf700838455.hl 

29806 

200103_1.R1040 
jC-gmle01810008dlOal 

29807 

200188_1.R1040 
awf700839224.hl 



Seq. No. 
Contig ID 



29808 

200237 1.R1040 



4582 



5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zhf700953591.hl 

BLASTX 

g4558673 

188 

1.0e-13 

148 
34 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
29809 

200317JL.R1040 
epx701108756.hl 



29810 

200336J..R1040 

fC-gmse700838355bl 

BLASTN 

g576508 

171 

3.0e-91 

474 
84 

Pisum sativum GTP-binding protein (IAP8 6) 
cds 



mRNA, complete 



Seq. No. 
Contig ID 
5 1 -most EST 



29811 

200363JL.R1G40 
awf700838891.hl 



Seq. No. 

Contig ID 
5' -most EST 



29812 

200388_1.R1040 
awf 700838927. hi 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



29813 

200414JL.R1040 

g4396062 

BLASTX 

g3928086 

577 

1.0e-59 

160 

71 

(AC005770) unknown protein [Arabidopsis thaliana] 
29814 

200443_1.R1040 
asn701137407.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



29815 

200450_1.R1040 

awf 700839014. hi 

BLASTX 

g3043529 

322 

5.0e-30 

109 

57 



4583 



NCBI Description (AJ002204) polyamine oxidase [Zea mays] 



Seq. No. 

Contig ID 
5 r -most EST 



29816 

200470J..R1040 
awf700839042.hl 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



29817 

200473_1.R1040 
epx701104690.hl 

29818 

200482_1.R1040 

awf7G0839061.hl 

BLASTX 

g2979498 

181 

2.0e-13 

101 
35 

(AB012143) mRNA capping enzyme [Homo sapiens] 
29819 

200503JL.R1040 
jC-gmle01810044c!0al 

29820 

200568_1.R1040 
uC-gmropicO 63hl lbl 

29821 

2005 90JL.R1 040 

asn701142174.hl 

BLASTX 

g2244806 

325 

5.0e-30 

123 

59 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
29822 

200617_1.R1040 
awf 700842228. hi 



Seq. No. 

Contig ID 
5 '-most EST 



29823 

200651J..R1040 
awf700839338.hl 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 



29824 

200662_1.R1040 
jC-gmfl02220083g01al 

29825 

200725_1.R1040 

fC-gmse700841319fl 

BLASTX 

g4185136 



4584 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



343 

3.0e-32 

93 

69 

(AC005724) putative trehalose-6-phosphate synthase 
[Arabidopsis thaliana] 



Seq. No. 29826 

Contig ID 200736_1 . R1040 

5 f -most EST jex700906335.hl 

Method BLASTX 

NCBI GI g4557060 

BLAST score 375 

E value 2.0e-36 

Match length 94 

% identity 73 

NCBI Description (AC007154) putative chromosome-associated polypeptide, 5 f 
partial [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29827 

200776JL.R1040 
awf700839527.hl 



Seq. No. 
Contig ID 
5' -most EST 



29828 

200778_1.R1040 
awf700839530.hl 



Seq. No. 29829 

Contig ID 200782_1 .R1040 

5 '-most EST awf 700839602. hi 



Seq. No. 
Contig ID 
5' -most EST 



29830 

200875_1.R1040 
jC-gmst02400065g06a2 



Seq. No. 29831 

Contig ID 200891_1 .R1040 

5' -most EST awf 700839780. hi 



Seq. No. 
Contig ID 
5 '-most EST 



29832 

200942_1.R1040 
zhf700958504.hl 



Seq. No. 

Contig ID 
5' -most EST 



29833 

200951_1.R1040 
zhf700963648.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29834 

200953_1.R1040 

kll701212871.hl 

BLASTX 

g4490330 

713 

1.0e-75 

132 

99 

(AL035656) splicing factor-like protein [Arabidopsis 



4585 



# 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5' -most EST 



29835 

200956J..R1040 

fC-gmse700839826a5 

BLASTX 

gll3595 

696 

2.0e-73 

194 

64 

ALDOSE REDUCTASE (AR) (ALDEHYDE REDUCTASE) 

>gi_100562_pir S15024 aldose reductase-related protein 

barley >gi_18891_emb_CAA40747_ (X57526) aldose 
reductase-related protein [Hordeum vulgare] 

29836 

201015J..R1040 
awf 700839928. hi 



Seq. No. 
Contig ID 
5 1 -most EST 



29837 

201019JL.R1040 
crh700853734.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 



29838 

201122_1.R1040 

uC-gmrominsoy028a09bl 

BLASTX 

g4206122 

290 

5.0e-28 

94 

67 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystal linum] 

29839 

201144_1.R1040 
awf70G840151.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



29840 

201146JL.R1040 

awf700840154.hl 

BLASTX 

g4091808 

129 

8.0e-13 

103 
40 

(AF053307 ) deacetylvindoline 4-O-acetyltransf erase 
[Catharanthus roseus] 

29841 

201155_1.R1040 
kll701213171.hl 
BLASTX 
g4539005 



4586 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



326 

2.0e-30 

108 
77 

(AL049481) 



putative oxidoreductase [Arabidopsis thaliana] 



29842 

201173JL.R1040 
awf700840201.hl 

29843 

201250_1.R1040 

dpv701100926.hl 

BLASTX 

g2506985 

220 

5.0e-18 

78 

55 

CDC4-LIKE PROTEIN >gi_1580781 
[Homo sapiens] 



(M83822) beige-like protein 



29844 

201258_1.R1040 

awf700840338.hl 

BLASTX 

g3402754 

251 

9.0e-22 

61 

75 

(AL031187) putative protein [Arabidopsis thaliana] 
29845 

201314_1.R1040 
awf700840446.hl 

29846 

201381_1.R1040 
zhf700964591.hl 

29847 

201396_1.R1040 

uC-gmflminsoy014c07bl 

BLASTX 

g2262113 

716 

6.0e-76 

165 

76 

(AC00234 3) unknown protein [Arabidopsis thaliana] 
29848 

201410_1.R1040 
awf700840648.hl 



Seq. No. 



29849 



4587 



# 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



201494_1.R1040 
awf700840829.hl 

29850 

201523_1.R1040 

fC-gmse700840889fl 

BLASTX 

g2708745 



BLAST score 


o94 


E value 


2 . Oe-73 


Match length 


I/O 

14 o 


% identity 


90 


NCBI Description 


(ACUUJyo/c) putative 


Kinase [/udDiaopsib 


Seq. No. 


29851 


Contig ID 


201596_1.R1040 


5' -most EST 


awf700841048 .hi 


Seq. No. 


29852 


Contig ID 


201650_1.R1040 


5' -most EST 


g5607054 


Method 


BLASTX 


NCBI GI 


g4455358 


BLAST score 


198 


E value 


6.0e-15 


Match length 


75 


% identity 


52 


NCBI Description 


(AL035524) putative 


Seq. No. 


29853 


Contig ID 


201728__1.R1040 


5 '-most EST 


awf 700842888 .hi 


Seq. No. 


29854 


Contig ID 


201752_1 .R1040 


5 '-most EST 


all700863237 .hi 


Method 


BLASTX 


NCBI GI 


g2853087 


BLAST score 


171 


E value 


3. Oe-12 


Match length 


105 


% identity 


41 


NCBI Description 


tALUzl/ooj putative 


Seq. No. 


29855 


Contig ID 


201813 1.R1040 


5' -most EST 


kll701214532.hl 


Method 


BLASTX 


NCBI GI 


g4544422 


BLAST score 


655 


E value 


7.0e-69 


Match length 


144 


% identity 


44 


NCBI Description 


(AC006955) putative 


Seq. No. 


29856 



4588 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



201845_1.R1040 

bth700848401.hl 

BLASTX 

g4512685 

301 

2.0e-27 

117 

49 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



29857 

201887JL.R1040 
awf700842954.hl 



Seq. No. 
Contig ID 
S'-most EST 



29858 

201896_1.R1040 
awf700841536.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29859 

201899_1.R1040 

zsg701119244.hl 

BLASTX 

gl778376 

373 

5.0e-36 

104 

71 

(U81288) PsRT17-l [Pisum sativum] 



Seq. No. 
Contig ID 
S'-most EST 



29860 

202021JL.R1040 
pmv700890618.hl 



Seq. No. 
Contig ID 
5 '-most EST 



29861 

202037_1.R1040 
awf700841816.hl 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29862 

202045_1.R1040 

all700863107.hl 

BLASTX 

g2462750 

316 

3.0e-29 

80 

72 

{AC002292) Highly similar to auxin-induced protein 
(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



29863 

202071_1.R1040 
jC-gmst02400073g02al 



Seq. No. 
Contig ID 



29864 

202174 1.R1040 



4589 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoyl02hl0bl 

BLASTX 

g3461820 

252 

8.0e-22 
113 
42 

(AC004138) 



unknown protein [Arabidopsis thaliana] 



29865 

202200JL.R1040 

jC-gmfl02220141hl0al 

BLASTN 

g416257 

75 

6.0e-34 

191 

86 

Rice mRNA for elongation factor G, partial sequence 
>gi_3107867_dbj_D42263_D42263 Rice callus cDNA, S155 

29866 

202215_1.R1040 

awf700842019.hl 

BLASTX 

g2829912 

285 

3.0e-32 

131 
54 

(AC002291) 
thaliana] 



Similar ATP-dependent RNA Helicase [Arabidopsis 



Seq- No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29867 

202272_1.R1040 

uC-gmrominsoy284a09bl 

BLASTN 

g2618602 

175 

1.0e-93 

483 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone; 
MSJ1, complete sequence [Arabidopsis thaliana] 

29868 

202309_1.R1040 

awf700842163.hl 

BLASTX 

g4415914 

382 

9.0e-37 

170 

44 

(AC006282) unknown protein [Arabidopsis thaliana] 



Seq. No. 



29869 



4590 



# 

Contig ID 202317_1 . R1040 

5' -most EST bth700849528 .hi 

Seq. No. 29870 

Contig ID 202320_1 .R1040 

5' -most EST g5605865 




Seq. No. 29871 

Contig ID 202334JL . R1040 

5 '-most EST awf 700842202 . hi 

Seq. No. 29872 

Contig ID 202342JL . R1040 

5 '-most EST awf 700842212. hi 

Seq. No. 29873 

Contig ID 202387_1 .R1040 

5 '-most EST awf 700842274 .hi 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29874 

202404_1.R1040 

crh700852351.hl 

BLASTX 

g2911049 

241 

1.0e-20 

75 

57 

(AL021961) glucosyltransferase -like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29875 

202446JL.R1040 

g5676878 

BLASTX 

g3914212 

594 

2.0e-61 

181 
62 

5-OXOPROLINASE ( 5 -OXO-L- PROLINASE) (PYROGLUTAMASE) 
(5-OPASE) >gi_1732065 (U70825) 5-oxo-L-prolinase [Rattus 
norvegicus] 



Seq. No. 29876 

Contig ID 202470_1 .R1040 

5' -most EST g5126398 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



29877 

202481JL.R1040 

g4305630 

BLASTX 

g3150410 

325 

5.0e-30 

98 

60 



4591 



NCBI Description (AC004165) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



29878 

202489_1.R1040 
uC-gmrominsoy238e05bl 

29879 

202531JL.R1040 
pxt700944238.hl 

29880 

202661JL.R1040 
crh700856508.hl 

29881 

202673JL.R1040 
dpv701097491.hl 

29882 

202710_1.R1040 
uC-gmflminsoy027bl2bl 

29883 

202762JL.R1040 

awf700842852.hl 

BLASTX 

g2292907 

176 

3.0e-13 

77 

48 

(Y10099) P-glycoprotein homologue [Hordeum vulgare] 
29884 

202789_1.R1040 

awf 700842907. hi 

BLASTX 

g2190544 

260 

2.0e-22 

64 

84 

(AC001229) Similar to Saccharomyces hypothetical protein 
P9642.2 (gb_U40828). [Arabidopsis thaliana] 

29885 

202806JL.R1040 
zhf700956048.hl 

29886 

202857_1.R1040 

awf700843008.hl 

BLASTX 

gl619946 

364 

3.0e-34 
251 



4592 



CI 



% identity 

NCBI Description 



35 



(U71300) snRNA activating protein complex 50kD subunit 
[Homo sapiens] >gi_4097682 (U66413) proximal sequence 
element-binding transcription factor beta subunit [Homo 
sapiens] >gi_4507105_ref_NP_003075 . l_pSNAPC3__ small nuclear 
RNA activating complex, polypeptide 3, 50kD 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



29887 

202878_1.R1040 
leu701147877.hl 

29888 

202962_1.R1040 

uC-gmrominsoy212gl0bl 

BLASTN 

g!8729 

124 

3.0e-63 

132 
98 

Soybean (Glycine max) 18S ribosomal RNA 



29889 

202962_2.R1040 

asn701136722.hl 

BLASTN 

gl8729 

167 

7.0e-89 

285 

99 

Soybean {Glycine max) 



18S ribosomal RNA 



29890 

202962_3.R1040 

rlr700896170.hl 

BLASTN 

gl8729 

235 

1.0e-129 

251 

99 

Soybean (Glycine max) 
29891 

202962_5.R1040 
jC-gmle01810084g01dl 

29892 

202971_1.R1040 
awf700843186.hl 



18S ribosomal RNA 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



29893 

203016_1.R1040 
g4291629 
BLASTX 
g2224931 



4593 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



669 

2.0e-70 

165 

75 

(AF004215) ethylene-insensitive3-like3 [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



29894 

203019_1.R1040 
awf700843274.hl 

29895 

203056_1.R1040 

fC-gmse700843342fl 

BLASTX 

g3024425 

417 

3.0e-41 

101 

80 

PYRUVATE, PHOSPHATE D I KINASE PRECURSOR 

( PYRUVATE, ORTHOPHOSPHATE DIKINASE) >gi_1076700_pir S53297 

pyruvate, orthophosphate dikinase (EC 2.7.9.1) - Flaveria 

pringlei >gi_577776_emb_CAA53223_ (X75516) 

pyruvate, orthophosphate dikinase [Flaveria pringlei] 

29896 

203103_1.R1040 
awf700843412.hl 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29897 

203167JL.R1040 
yuv700862711.hl 

29898 

203172JL.R1040 

uC-gmropic071el2bl 

BLASTX 

g2781351 

376 

4.0e-36 

99 

82 

(AC003113) F2401.7 [Arabidopsis thaliana] 



29899 

203172_2.R1040 

yuv700862718.hl 

BLASTX 

g2781351 

193 

7.0e-15 

52 

79 

(AC003113) F2401. 



7 [Arabidopsis thaliana] 



Seq. No, 



29900 



4594 



Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203263JL.R1040 

uC-gmroitiinsoy062b06bl 

BLASTX 

g2262136 

254 

9.0e-22 

87 
57 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] >gi_4263520_gb_AAD1534 6_ (AC004044) 
predicted protein of unknown function [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 



29901 

203306_1.R1040 
jC-gmro02910014h03dl 



Seq. No. 
Contig ID 
5' -most EST 



29902 

203318_1.R1040 
gsv701056554.hl 



Seq. No. 
Contig ID 
5' -most EST 



29903 

203335_1.R1040 
zhf700955211.hl 



Seq. No. 
Contig ID 
5' -most EST 



29904 

203404_1.R1040 
zvp700764256.hl 



Seq. No. 
Contig ID 
5' -most EST 



29905 

203430_1.R1040 
jC-gmst02400024g05dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29906 

203449_1.R1040 

fC-gmro7000764321fl 

BLASTX 

g2062174 

148 

4.0e-09 
77 
51 

(AC001645) 
thaliana] 



transcription factor (TINY) isolog [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29907 

203499_1.R1040 

uC-gmrominsoylllf llbl 

BLASTX 

g3540207 

220 

7.0e-18 

97 

51 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 



Seq. No. 



29908 



4595 



# 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203501_1.R1040 
bth700844066.hl 

29909 

203506_1.R1040 

fC-gmro7000764393fl 

BLASTX 

g2924777 

610 

3.0e-63 

214 

10 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 

29910 

203514JL.R1040 

fua701040193.hl 

BLASTX 

g4314363 

394 

2.0e-38 

111 

64 

(AC006340) hypothetical protein [Arabidopsis thaliana] 
29911 

203534_1.R1040 
ary700764437.hl 

29912 

203552_1.R1040 
yzl700966943.hl 

29913 

203564_1.R1040 

ary700764472.hl 

BLASTX 

gl086601 

139 

9.0e-09 
81 
35 

(U41008) 
elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Similar to reverse transcriptase [Caenorhabditis 



29914 

203592JL.R1040 

bth700843507.hl 

BLASTX 

g4559382 

213 

2.0e-17 

62 

58 

(AC006526) putative DNA binding protein [Arabidopsis 
thaliana] 



4596 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29915 

203595_1.R1040 

leu701149186.hl 

BLASTX 

g2827552 

159 

5.0e-ll 

40 
70 

(AL021635) predicted protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29916 

203607_1.R1040 
dkc700968027.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



29917 

203620_1.R1040 
bth700843540.hl 



Seq. No. 
Contig ID 
5' -most EST 



29918 

203623JL.R1040 
leu701156525.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29919 

203639_1.R1040 

uC-gmrominsoy232a01bl 

BLASTX 

g728868 

169 

1.0e-ll 

91 

49 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) 

>gi_99824_pir S16748 proline-rich protein - rape 

(fragment) >gi_22597_emb_CAA42924_ (X60376) proline-rich 
protein [Brassica napus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29920 

203656_1.R1040 

uC-gmrominsoyl22a!2bl 

BLASTX 

g2275204 

523 

6.0e-53 

202 
58 

(AC002337) 
thaliana] 



DNA binding protein isolog [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



29921 

203656_2.R1040 

uC-gmrominsoy047bl0bl 

BLASTX 

g2275204 

172 

7.0e-15 



4597 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



69 
70 

(AC002337) DNA binding protein isolog [Arabidopsis 
thaliana] 

29922 

203656_3.R1040 
dpv701102808.hl 

29923 

203684_1.R1040 
bth700843616.hl 



Seq. No. 
Contig ID 
5" -most EST 



29924 

203687JL.R1040 
bth700843620.hl 



Seq. No. 
Contig ID 
5 ! -most EST 



29925 

203695_1.R1040 
rlr700901381.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



29926 

203700_1.R1040 

bth700843635.hl 

BLASTX 

g2245081 

303 

9.0e-28 

127 

54 

(Z97343) myosin II heavy chain homolog [Arabidopsis 
thaliana] 

29927 

203724_1.R1040 

bth700843661.hl 

BLASTX 

g4490309 

418 

4.0e-41 

134 
63 

(AL035678) peroxidase ATP17a-like protein [Arabidopsis 
thaliana] 

29928 

203728_1.R1040 
bth700843665.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



29929 

203754_1.R1040 

jC-gmle01810094gl0al 

BLASTX 

g4006861 

339 

8.0e-32 
106 



4598 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(Z99707) tubulin-like protein [Arabidopsis thaliana] 
29930 

203784JL.R1040 

bth700843730.hl 

BLASTX 

g2499903 

393 

2.0e-38 

108 

64 

PUROMYCIN-SENSITIVE AMINOPEPTIDASE (PSA) >gi_1184161 
(U3564 6) aminopeptidase [Mus musculus] 

>gi_1585925_prf 2202260A puromycin sensitive 

aminopeptidase [Mus musculus] 

29931 

203828J..R1040 

bth700843779.hl 

BLASTX 

g4314387 

705 

2.0e-74 

152 
87 

(AC006232) putative beta-alanine synthetase [Arabidopsis 
thaliana] 

29932 

203847_1.R1040 
jC-gmro02910020b02al 

29933 

203870_1.R1040 

dpv701101957.hl 

BLASTX 

g4538981 

261 

2.0e-22 

73 

63 

(AL049487) putative protein [Arabidopsis thaliana} 
29934 

203895JL.R1040 

bth700843863.hl 

BLASTX 

gl483150 

356 

4.0e-34 

92 

75 

(D84417) monodehydroascorbate reductase [Arabidopsis 
thaliana] 



Seq. No. 



29935 



4599 



€1 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



203969JL.R1040 
uC-gmrominsoy053gllbl 

29936 

203979_1.R1040 

pmv700893093.hl 

BLASTX 

g3287695 

459 

1.0e-45 
142 
56 

(AC003979) 
gb_1729503 
thaliana] 



Similar to hypothetical protein C34B7.2 
from C. elegans cosmid gb_Z83220. [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



29937 

203981_1.R1040 

bth700843977.hl 

BLASTX 

g3540207 

133 

9.0e-16 

70 

59 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 
29938 

204023JL.R1040 

fC-gmro700844046fl 

BLASTX 

g4371296 

269 

2.0e-23 

107 

53 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 

29939 

204035_1.R1040 

hrw701058057.hl 

BLASTX 

g4454468 

716 

7.0e-76 

182 

74 

(AC006234) putative NADH dehydrogenase [Arabidopsis 
thaliana] 

29940 

204104JL.R1040 
dpv701102894.hl 

29941 

204152 1.R1040 



4600 



5 '-most EST 


g5687881 


Method 


BLASTX 




n^Odll 04 
yovj*± / -Lvjrt 


BLAST score 


777 


E value 


5.0e-83 


Match length 


192 


% identity 


79 


NCBI Description 


(AF058919) No definition line found [Arabidopsi 


Seq. No. 


29942 


Contig ID 


204169 1.R1040 


5' -most EST 


dpv701099601.hl 


Method 


BLASTX 


NCBI GI 


g2160150 


oi_iiioi score 


D 1ft 


E value 


5.0e-52 


Match length 


184 


% identity 


54 


NCBI Description 


(AC000375) EST gb_T43829 comes from this gene. 




thaliana] 


Seq. No* 


29943 


Contig ID 


204207 1.R1040 


5* -most EST 


fC-gmro700844289fl 


Method 


BLASTX 


JN^-bl \J± 




BLAST score 


443 


E value 


4.0e-44 


Match length 


131 


% identity 


01 


NCBI Description 


(Y09423) cytochrome P450 [Nepeta racemosa] 


Seq. No. 


29944 


uontig ID 


<£U4t^Uy 1.K1U4U 


5 '-most EST 


dpv70lT01518.hl 


Seq. No. 


29945 


Contig ID 


204260 1.R1040 


5* -most EST 


fua701041238.hl 


Seq. No. 


29946 


Contig ID 


204282 1.R1040 


5 1 -most EST 


fC-gmro700844391a3 


Method 


BLASTX 


NCBI GI 


gl29586 


BLAST score 


3132 


E value 


u . ue+uu 


Match length 


699 


% identity 


88 


NCBI Description 


PHENYLALANINE AMMONIA- LYASE CLASS III >gi_81878 




phenylalanine ammonia- lyase (EC 4.3.1.5) class 




bean 


Seq. No. 


29947 


Contig ID 


204385 1.R1040 


5* -most EST 


jC-gmro02910007c03dl 



[Arabidopsis 



III - kidney 



4601 



Seq. No. 


29948 


Contig ID 


204399 1.R1040 


5 1 -most EST 


jC-gmro02910040h01al 


Seq. No. 


29949 


Contig ID 


204409 1.R1040 


5 ' -most EST 


jC-gmle01810073e01al 


Method 


BLASTX 




o3549679 


BLAST score 


535 


E value 


2.0e-54 


Match length 


214 


% identity 


55 


NCBI Description 


(AL031394) putative protein [Arabidops 


Seq. No. 


29950 


Contig ID 


204433 1.R1040 


5' -most EST 


jC-gmro02910066d05al 


Method 


BLASTX 




y j * oouuo 


BLAST score 


173 


E value 


4.0e-12 


Match length 


186 


% identity 


30 


NCBI Description 


(AC0054 99) unknown protein [Arabidops i 


Seq. No. 


29951 


Contig ID 


204467 1.R1040 


5" -most EST 


bth700845393.hl 


Method 


BLASTX 






BLAST score 


306 


E value 


6.0e-28 


Match length 


119 


% identity 


A Q 


NCBI Description 


(AF049928) PGP224 [Petunia x hybrida] 


Seq. No. 


29952 


Contig ID 


204473 1.R1040 


5' -mo st EST 


bth700844643.hl 


Seq. No. 


29953 


Contig ID 


204531 1.R1040 


5' -most EST 


fC-gmro700844719fl 


Method 


BLASTX 


\Tr*RT PT 
1NL..D-L bl 


/yiQiq QD7 


BLAST score 


469 


E value 


8.0e-47 


Match length 


122 


? luenuity 


79 


NCBI Description 


(D84507) CDPK-related protein kinase [ 


Seq. No. 


29954 


Contig ID 


204563 1.R1040 


5' -most EST 


jC-gmro02910038d02dl 


Seq. No. 


29955 



4602 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



20460CM..R1040 

uC-gmrominsoy257f Olbl 

BLASTX 

gl616741 

336 

2.0e-31 

135 
49 

(U60276) hASNA-I [Homo sapiens] 
29956 

204600_2.R1040 

g5606382 

BLASTX 

g267453 

383 

5.0e-37 

127 

61 

HYPOTHETICAL 37.5 KD PROTEIN ZK637.5 IN CHROMOSOME III 

>gi_102496_pir S15791 arsenical pump-driving ATPase 

homolog - Caenorhabditis elegans >gi_3881667_emb_CAA77452_ 
(Z11115) predicted using Genefinder; ArsA homologue; cDNA 
EST EMBL:D73741 comes from this gene; cDNA EST EMBL:D71137 
comes from this gene; cDNA EST EMBL;C08164 comes from this 
gene; cDNA EST EMBL:C09807 comes from this gene; cD 



Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29957 

204643JL.R1040 
g5606239 

29958 

204649JL.R1040 

bth700844872.hl 

BLASTX 

g2494736 

763 

1.0e-88 

228 
71 

GLUCOSE INHIBITED DIVISION PROTEIN A 

>gi_1001595__dbj_BAA10223_ (D64000) glucose inhibited 
division protein A [Synechocystis sp.] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



29959 

204668J..R1040 

fua701038236.hl 

BLASTX 

g3947735 

147 

2.0e-10 

135 

36 

(AJ009720) NL27 
29960 

204713 1.R1040 



[Solanum tuberosum] 



4603 



5 1 -most EST 



jC-gmle01810012d08al 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29961 

204716JL.R1040 

uC-gmrominsoyl7 6bllbl 

BLASTX 

g4415924 

403 

2.0e-48 

174 

57 

(AC006282) putative glucosyl transferase [Arabidopsxs 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29962 

204718_1.R1040 

leu701155225.hl 

BLASTX 

g3367522 

284 

2.0e-25 

102 

52 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29963 

204731__1.R1040 

uC-gmflminsoy016bl2bl 

BLASTX 

g2191136 

289 

5.0e-26 

131 

50 

(AF007269) Similar to UTP-Glucose Glucosyltransf erase; 
coded for by A. thaliana cDNA T46230; coded for by A. 
thaliana cDNA H76538; coded for by A. thaliana cDNA H7 6290 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29964 

204764__1.R1040 
dpv701101540.hl 



Seq. No. 
Contig ID 
5' -most EST 



29965 

204773_1.R1040 
leu701156438.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



29966 

204791_1.R1040 

kll701207611.hl 

BLASTX 

g2459441 

315 

5.0e-30 

108 

64 



4604 



NCBI Description (AC002332) putative SWI/SNF complex subunit BAF170 
- [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29967 

204791_2.R1040 
fua701037770.hl 

29968 

204793J..R1040 
g5126294 

29969 

204811__1.R1040 
g4286952 

29970 

204818JL.R1040 
zsg701118888.hl 

29971 

204852_1.R1040 

bth700846660.hl 

BLASTX 

g4467156 

170 

2.0e-12 

56 

62 

(AL03554 0) putative protein [Arabidopsis thaliana] 
29972 

204862_1.R1040 

bth700848868.hl 

BLASTN 

g3005575 

169 

1.0e-89 

397 
86 

Glycine max putative high affinity nitrate transporter 
(NRT2) mRNA, complete cds 

29973 

204866_1.R1040 

jC-gmro02910008fllal 

BLASTX 

g2746086 

504 

4.0e-51 

159 

65 

(AF025292) putative high-affinity potassium transporter 
[Hordeum vulgare] 



Seq. No. 
Contig ID 
5' -most EST 



29974 

204870_1.R1040 
bth700845152.hl 



4605 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g4056506 

544 

1.0e-55 

228 
46 

(AC005896) nodulin-like protein [Arafoidopsis thaliana] 
29975 

204922_1.R1040 
jC-gmst02400025al0dl 

29976 

204933JL.R1040 

gsv701048851.hl 

BLASTX 

gl!69421 

504 

3.0e-51 

125 

74 

DEVELOPMENTALLY REGULATED GTP-BINDING PROTEIN DRG (XDRG) 

>gi_2120159_pir 151426 GTP-binding protein DRG - African 

clawed frog >gi_433422_dbj_BAA02978_ (D13865) GTP-binding 
protein DRG [Xenopus laevis] 

29977 

204937JL.R1040 
k!1701203446.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



29978 

204938_1.R1040 

epx701110347.hl 

BLASTX 

g2342682 

390 

5.0e-38 

102 

73 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 

29979 

204941_1.R1040 

jC-gmle01810051e07al 

BLASTX 

g4467096 

241 

1.0e-25 

87 

67 

(AL035538) putative protein [Arabidopsis thaliana] 
29980 

204956_1.R1040 
uC-gmropic068e03bl 



4606 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29981 

204970JUR1040 

bth700845277.hl 

BLASTX 

g3152576 

295 

1.0e-26 

155 
39 

(AC002986) Similar to liver-specific transport protein 
gb_L27651 from Rattus norviegicus. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



29982 

204995J..R1040 
jC-gmst02400026clldl 



Seq. No. 
Contig ID 
5' -most EST 



29983 

205005_1.R1040 
gsv701052539.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29984 

205088_1.R1040 

uC-gmf lminsoy04 6e06bl 

BLASTX 

g3953475 

216 

2.0e-17 

68 
65 

(AC002328) F22O2.20 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 



29985 

205090JL.R1040 
g4292651 



Seq. No. 
Contig ID 
5' -most EST 



29986 

205118_1.R1040 
asn701135365.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



29987 

2Q5121_1.R1040 

bth700845459.hl 

BLASTX 

g2262113 

527 

1.0e-53 

142 

70 

(AC002343) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



29988 

205136_1.R1040 

uC-gmropic056e02bl 

BLASTX 

g3184082 

288 

1.0e-25 



4607 




Match length 


1 A C 

145 


% identity 


o9 


NCBI Description 


(AL023781) N-terminal acetyltransf erase 1 


[Schizosaccharomyces pombe] 


Seq. No. 


29989 


Contig ID 


205179 1.R1040 


5' -most EST 


bth700845537 .hi 


Seq. No. 


r\ r\ f\ f"\ f\ 

29990 


Contig ID 


20519o 1.R1U4L) 


5 1 -most EST 


Dtn /UUo4oooo. ni 


Method 


BLASTX 


NCBI GI 


g3510251 


BLAST score 


280 


E value 


5 . 0e-25 


Match length 


118 


% identity 


46 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thaliana] 


Seq. No. 


29991 


Contig ID 


205215_1 . R104U 


5' -most EST 


jex700905993 . hi 


Seq. No. 


Art Arto 

29992 


Contig ID 


205244 1.R1040 


5' -most EST 


bth / (JUo4obzo. nl 


Method 


BLASTX 


NCBI GI 


g3250676 


BLAST score 


284 


E value 


9. 0e-26 


Match length 


85 


% identity 


61 


NCBI Description 


(AL024486) putative protein [Arabidopsis thaliana] 


Seq. No. 


29993 


Contig ID 


205294 1.R1040 


5' -most EST 


dpv701099773.hl 


Seq. No. 


29994 


Contig ID 


205295_1.R1040 


5' -most EST 


btn/0Uo4o b9± . ni 


Method 


BLASTX 


NCBI GI 


g3643088 


BLAST score 


128 


E value 


5.0e-09 


Match length 


55 


% identity 


62 


NCBI Description 


(AF075581) protein phospnatase-zC; FFzL LMesemDryantnemum 




crystallinum] 


Seq. No. 


29995 


Contig ID 


205333 1.R1040 


5' -most EST 


fC-gmf!700863043fl 


Method 


BLASTX 


NCBI GI 


g2459435 


BLAST score 


153 



4608 



E value 
Match length 
% identity 
NCBI Description 



4.0e-10 

34 
82 

(AC002332) putative serine carboxypeptidase [Arabidopsis 
thaliana] 



Seq. No. 


29996 




Contig ID 


205413 1. 


R1040 


5' -most EST 


bth700845840.hl 


Seq. No. 


29997 




Contig ID 


205432 1. 


R1040 


5 1 -most EST 


zhf700954646.hl 


Seq. No. 


29998 




Contig ID 


205488 1. 


R1040 


5 1 -most EST 


k!1701203633.h2 


O <3> • \J • 


29999 




Contig ID 


205494 1. 


R1040 


vJ ILLvJO L. DO J. 


g5175573 




Method 


BLASTX 






g4006864 






447 




R va 1 tip 


4.0e-45 






227 




% identitv 


52 




NCBI Description 


(Z99707) 


nucleoporin-like protein 




30000 




Print" i rr TH 


205502 1. 


R1040 


B'-most EST 


g4260099 




Mpt* hod 


BLASTX 




NCBI GI 


g3559805 




RTjA^T qpnrp 


378 




1** T7.3 1 no 


3.0e-36 




Match lehcrth 


95 




% identity 


67 




NCBI Description 


(AJ006787) putative phytochelatin 




thaliana] 


Seq. No. 


30001 




Contig ID 


205526 1. 


R1040 


5 1 -most EST 


uC-gmrominsoyl87f 10b! 


Method 


BLASTX 




NCBI GI 


g3122957 




BLAST score 


222 




E value 


6.0e-18 




Match length 


149 




% identity 


30 





[Arabidopsis 



NCBI Description 



TYPE II DNA TOPOISOMERASE VI SUBUNIT B >gi_2649967 
(AE001060) DNA topoisomerase VI, subunit B (top6B) 
[Archaeoglobus fulgidus] 



Seq. No. 
Contig ID 
5 '-most EST 



30002 

205551_1.R1040 
bth700846004.hl 



4609 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30003 

205573JL.R1040 
zhf700953977.hl 

30004 

205588JL.R1040 

fC-gmro700847605al 

BLASTX 

gll61167 

331 

7.0e-31 

120 
53 

(L42466) ethylene- forming enzyme [Picea glauca] 
30005 

205645JL.R1040 
g4296319 

30006 

205683_1.R1040 

f C-gmro7 007 4 872 6d3 

30007 

205683_2.R1040 
zhf 700957022. hi 

30008 

205697_1.R1040 

bth700846175.hl 

BLASTN 

g4200043 

44 

1.0e-15 
84 
8 8 

Glycyrrhiza echinata CYP Ge-31 mRNA for cytochrome P450, 
complete cds 

30009 

205698_1.R1040 
jex700908673.hl 

30010 

205706_1.R1040 

asn701139026.hl 

BLASTX 

g544184 

340 

7.0e-32 

81 
70 

4-ALPHA-GLUCANOTRANSFERASE PRECURSOR (AMYLOMALTASE) 
{DISPROPORTIONATING ENZYME) (D-ENZYME) 

>gi 322785 pir A4504 9 4-alpha-glucanotransf erase (EC 

2 4~1.25) - potato >gi_296692_emb_CAA48 630_ (X68 664) 



4610 



4-alpha-glucanotransferase [Solanum tuberosum] 



Seq. No. 


30011 


Contig ID 


205768 1.R1040 


5' -most EST 


bth700846263.hl 


Method 




NCBI GI 


g4262224 


BLAST score 


288 


E value 


6.0e-26 


Match length 


126 


% identity 


45 


NCBI Description 


(AC006200) putative amino 




[Arabidopsis thaliana] 


Seq. No. 


30012 


Contig ID 


205797 1.R1040 


5 '-most EST 


bth700846303.hl 


Seq. No. 


30013 


Contig ID 


205871 1.R1040 


5' -most EST 


bth700846401.hl 


Seq. No. 


30014 


Contig ID 


205875 1.R1040 


5' -most EST 


bth700846406.hl 


Seq. No. 


30015 


Contig ID 


205884 1.R1040 


5 '-most EST 


bth700846417.hl 


Seq. No. 


30016 


Contig ID 


205923 1.R1040 


5' -most EST 


kll701214749.hl 


Seq. No. 


30017 


Contig ID 


205927J..R1040 


5 '-most EST 


bth700846470.hl 


Method 


BLASTX 


NCBI GI 


g2827556 


BLAST score 


213 


E value 


6.0e-17 


Match length 


83 


% identity 


51 


NCBI Description 


(AL021635) predicted prot 


Seq. No. 


30018 


Contig ID 


206044_1.R1040 


5' -most EST 


bth700846633.hl 


Method 


BLASTX 


NCBI GI 


g4467156 


BLAST score 


291 


E value 


5.0e-47 


Match length 


122 


% identity 


75 


NCBI Description 


(AL035540) putative prote 


Seq. No. 


30019 



4611 



CD 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



206060_1.R1040 
jC-gmst02400077el2al 

30020 

206088_1.R1040 

bth700846687.hl 

BLASTX 

g3157932 

309 

1.0e-28 

78 
72 

(AC002131) Similar to hypothetical protein HYP1 gb_Z97338 
from A. thaliana. [Arabidopsis thaliana] 

30021 

206095JL.R1040 

gsv701046866.hl 

BLASTX 

g4220517 

219 

7.0e-18 

52 
77 

(AL035356) hypothetical protein [Arabidopsis thaliana] 
30022 

206102 J.. R1040 
bth700846712.hl 



Seq. No. 
Contig ID 
5' -most EST 



30023 

206109_1.R1040 
bth700846768.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



30024 

206113_1.R1040 
jC-gmflO2220093b!0al 

30025 

206130_1.R1040 
zsg701122592.hl 

30026 

206165_1.R1040 
bth700846993.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30027 

206181_1.R1040 

uC-gmflminsoy030d08bl 

BLASTX 

g4512701 

395 

2.0e-38 

88 

83 

(AC006569) 
thaliana] 



putative tyrosine decarboxylase [Arabidopsis 



4612 



Seq. No. 


30028 


Contig ID 


206185 1.R1040 


5* -most EST 


bth700846826.hl 


Seq. No. 




Contig ID 


206227 1.R1040 


5 T -most EST 


pmv700890991.hl 


Seq. No. 


30030 


Contig ID 


206230 1.R1040 


5' -most EST 


jC-gmro02910068h01al 


Seq. No. 


30031 


Contig ID 


206233 1.R1040 


5 '-most EST 


pxt700942737.hl 


Method 


BLASTX 


NCBI GI 


g2947063 


BLAST score 


429 


E value 


5.0e-42 


Match length 


176 


% identity 


51 


NCBI Description 


(AC002521) putative 



putative Ser/Thr protein kinase [Arabidopsis 



thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



30032 

206300JL.R1040 

fua701039394.hl 

BLASTX 

g4263818 

295 

2.0e-26 

184 
38 

(AC006067) unknown protein [Arabidopsis thaliana] 
30033 

206355JL.R1040 

jC-gmro02800030g03al 

BLASTX 

g4063742 

306 

1.0e-27 

116 

56 

(AC005851) putative phaseolin G-box binding protein 
[Arabidopsis thaliana] 

30034 

206370JLR1040 
jC-gmle01810042clOal 

30035 

206426_1.R1040 
bth700847167.hl 
BLASTX 
g3341694 



4613 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



143 

6.0e-09 

77 

44 

(AC003672) PREG-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30036 

206440_1.R1G40 
zsg701120332.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30037 

206468_1.R1040 
fC-gmro700848531al 



Seq. No. 
Contig ID 
5" -most EST 



30038 

206469_1.R1040 
bth700848245.hl 



Seq. No. 
Contig ID 
5 T -most EST 



30039 

206470JL.R1040 
rlr700901269.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



30040 

206494_1.R1040 
g4284646 

30041 

206497JL.R1040 

uC-gmrominsoyO 8 IgO 9b 1 

BLASTX 

g4468812 

277 

1.0e-24 

75 

67 

(AL035601) putative protein [Arabidopsis thaliana] 
30042 

206513JL.R1040 
bth700847267.hl 



Seq. No. 
Contig ID 
5' -most EST 



30043 

206551_1.R1040 
jC-gmle01810088b07dl 



Seq. No. 

Contig ID 
5' -most EST 



30044 

206551_2.R1040 
uC-gmr opi cO 2 7 a 0 9b 1 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



30045 

206585JL.R1040 

bth700847358.hl 

BLASTX 

g4325338 

564 

2.0e-58 
120 



4614 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

.Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF128392) No definition line found [Arabidopsis thaliana] 
30046 

206591_1.R1040 

bth700847364.hl 

BLASTX 

g4335745 

223 

4.0e-18 

98 
43 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

30047 

206653JL.R1040 
jex700907913.hl 

30048 

206675_1.R1040 
jC-gmle01810077e06dl 

30049 

206691_1.R1040 

pmv700893634.hl 

BLASTX 

g2827630 

295 

7.0e-39 

109 

72 

(AL021636) putative protein [Arabidopsis thaliana] 
30050 

206700_1.R1040 

fua701040870.hl 

BLASTX 

g2829887 

282 

2.0e-25 

87 

61 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
30051 

2G6726JL.R1040 

uC-gmrominsoyl93g08bl 

BLASTX 

g3335060 

293 

2.0e-28 

97 

74 

(AF025842) plasma membrane-type calcium ATPase [Arabidopsis 
thaliana] >gi_4468989_emb_CAB38303__ (AL035605) plasma 



4615 



membrane-type calcium ATPase { ACA2 ) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



30052 

206750_1.R1040 
bth700848082.hl 

30053 

206768_1.R1040 
pmv700889038.hl 

30054 

206773__1.R1040 

bth700847609.hl 

BLASTX 

g3510259 

268 

7.0e-24 

66 

82 

(AC005310) putative inorganic pyrophosphatase [Arabidopsis 
thaliana] >gi_3522960 (AC004411) putative inorganic 
pyrophosphatase [Arabidopsis thaliana] 

30055 

206774_1.R1040 

asn701142575.hl 

BLASTX 

g2501494 

162 

3.0e-ll 

85 

44 

FLAVONOL 3-O-GLUCOSYLTRANSFERASE 5 (UDP-GLUCOSE FLAVONOID 

3 -O-GLUCOS YLTRANS FERASE 5) >gi_542015_pir S41951 

UTP-glucose glucosyltransferase - cassava 
>gi_453249_emb_CAA54612_ (X77462) UTP-glucose 
glucosyltransferase [Manihot esculenta] 

30056 

206798_1.R1040 
zhf700953387.hl 

30057 

206804_1.R1040 
bth700847649.hl 

30058 

206824_1.R1040 
gsv701051171.hl 

30059 

206829_1.R1040 

fC-gmle700870704a2 

BLASTX 

g3912917 

1703 

0.0e+00 



4616 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



426 
78 

(AF001308) putative NAK-like ser/thr protein kinase 
[Arabidopsis thaliana] 



30060 

206844_1.R1040 

zsg701118010.h2 

BLASTX 

g2225877 

484 

1.0e-48 

119 
77 

(AB002406) TIP49 [Rattus norvegicus] >gi_4106528 
Pontin52 [Mus mus cuius] >gi_452127 6_dbj_BAA7 6313, 
(AB001581) DNA helicase p50 [Rattus norvegicus] 



(AF100694) 
1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30061 

206847_1.R1040 
fC-gmst700892002d3 

30062 

206847_2.R1040 
zsg701123575.hl 

30063 

206874_1.R1040 

jC-gmst02400028f01al 

BLASTX 

g2781345 

587 

1.0e-60 

233 
51 

(AC003113) F2401.2 [Arabidopsis thaliana] 
30064 

206876_1.R1040 
g4397509 

30065 

206885_1.R1040 

leu701154624.hl 

BLASTX 

gl809257 

98 

2.0e-09 

89 

46 

{U59316) serine/threonine protein kinase Pto [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



30066 

206885_2.R1040 

jC-gmle01810021g05al 

BLASTX 
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KTPT4T PT 


y 1 Oft *± £ 1 


BLAST score 


213 


E value 


6.0e-17 


Match length 


109 


% identity 


A R 


NCBI Description 


(Z73295) receptor-like protein kinase [Catharanthus 


Seq. No. 


30067 


Contig ID 


206885 3.R1040 


5' -most EST 


jsh701068122.hl 


Seq. No. 


30068 


Contig ID 


206919 1.R1040 


5' -most EST 


pmv700893156.hl 


Method 


BLASTX 


\TP"DT PT 


g o Duo 


BLAST score 


430 


E value 


2.0e-42 


Match length 


153 


% identity 


52 


NCBI Description 


(AF069988) nitrilase 1 [Mus musculus] 


Seq. No. 


30069 


Contig ID 


206958 1.R1040 


5' -most EST 


jC-gmro02910062al2al 


Method 


BLASTX 


NCBI GI 


g4314357 


oiiAbi score 


loo 


E value 


4.0e-12 


Match length 


162 


% identity 


41 


NCBI Description 


(AC006340) putative nucleic acid binding protein 




[Arabidopsis thaliana] 


Seq. No. 


30070 


Contig ID 


207003 1.R1040 


5' -most EST 


bth700847903.hl 


Method 


BLASTX 


KTPPT PT 
JNL-.D1 LjI 


gi i ^ oi 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


114 


% identity 


O ft 

39 


NCBI Description 


(U73103) laccase [Liriodendron tulipifera] 


Seq. No. 


30071 


Contig ID 


207011 1.R1040 


5' -most EST 


bth700847911.hl 


Seq. No. 


30072 


Contig ID 


207016 1.R1040 


5' -most EST 


epx701104603.hl 


Method 


BLASTX 


NCBI GI 


g3096947 


BLAST score 


384 


E value 


2.0e-37 


Match length 


95 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



79 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 



30073 

207054JL.R1040 

jC-gmfl02220054d02al 

BLASTX 

g539079 

463 

4.0e-46 

202 

45 

peroxisomal assembly protein 5 
30074 

207072_1.R1040 
bth700847992.hl 



- yeast (Pichia pastoris) 



30075 

207093JL.R1040 
asn701141385.hl 

30076 

207110_1.R1040 
uC-gmrominsoy035c07bl 

30077 

207154_1.R1040 
uC-gmflminsoy075e07bl 

30078 

207158J..R1040 
bth700848109.hl 

30079 

207161JL.R1040 

pxt700943435.hl 

BLASTX 

g4544432 

369 

3.0e-35 

77 

91 

(AC006955) putative mannose-l-phosphate guanyltransf erase 
[Arabidopsis thaliana] 

30080 

207162JL.R1040 
jC-gmle01810021c05dl 

30081 

207163JL.R1040 

jC-gmro02 910056f02al 

BLASTX 

gl304227 

448 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



2.0e-44 

154 

51 

(D63781) Epoxide hydrolase [Glycine max] 
>gi_2764804_emb_CAA55293_ (X78547) epoxide hydrolase 
[Glycine max] 

30082 

207197_1.R1040 
zhf700958167.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30083 

207215_1.R1040 

bth700848183.hl 

BLASTX 

g4567283 

222 

1.0e-18 

62 

73 

(AC006841) unknown protein [Arabidopsis thaliana] 
30084 

207226_1.R1040 

g5510282 

BLASTX 

g3482918 

308 

4.0e~28 

79 

75 

(AC003970) Similar to ATP-citrate-lyase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30085 

207238_1.R1040 
bth700848214.hl 



Seq. No. 
Contig ID 
5' -most EST 



30086 

207244JL.R1040 
bth700848221.hl 



Seq. No. 
Contig ID 
5' -most EST 



30087 

207257_1.R1040 
zhf700956222.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30088 

207331JL.R1040 

fC-gmro700846765al 

BLASTX 

g3334661 

440 

1.0e-43 

123 

63 

(Y104 90) putative cytochrome P4 50 [Glycine max] 
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Seq. No. 
Contig ID 
5' -most EST 
Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30089 

207346_1.R1040 

dpv701101241.hl 

BLASTX 

g3912919 

368 

4.0e-35 

118 

59 

(AF001308) hypothetical protein [Arabidopsis thaliana] 
30090 

207362JL.R1040 

bth700848369.hl 

BLASTX 

g2688828 

158 

1.0e-17 

84 

52 

(U97530) ethylene-forming-enzyme-like dioxygenase [Prunus 
armeniaca] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30091 

207421JL.R1040 

bth700848443.hl 

BLASTX 

g3402685 

167 

5.0e-15 

60 

75 

(AC004697) unknown protein [Arabidopsis thaliana] 
30092 

207431_1.R1040 

bth700848453.hl 

BLASTX 

g4539301 

216 

1.0e-17 

99 
49 

(AL049480) putative mitochondrial protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30093 

207455_1.R1040 
zhf700959259.hl 



Seq. No. 

Contig ID 
5' -most EST 



30094 

207461JL.R1040 
uC-gmf lminsoy082ellbl 



Seq. No. 

Contig ID 
5' -most EST 



30095 

207532JL.R1040 
fua701039758.hl 
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Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



30096 

207546__1.R1040 

j C-gmst 02 4 000 67dl2dl 

30097 

207574JL.R1040 
uC-gmropic050g01bl 



30098 

207592JL.R1040 

dpv701102879.hl 

BLASTN 

gl70029 

56 

7.0e-23 

95 

91 

Glycine max cv. 



Dare nodulin 26 gene fragment 



30099 

207615_1.R1040 

fC-gmro700848694al 

BLASTX 

g3292831 

286 

7.0e-50 

131 

77 

(AL031018) putative serine/threonine kinase [Arabidopsis 
thaliana] 

30100 

207620_1.R1040 

bth700848707.hl 

BLASTN 

g3292807 

55 

4.0e-22 

153 

85 

Arabidopsis thaliana DNA chromosome 4, BAC clone F7H19 
{ESSAII project) 

30101 

207663J.. R1040 

uC-gmropic090d03bl 

BLASTX 

g2191145 

227 

1.0e-18 

146 

41 

(AF007269) A_IG002N01.4 gene product [Arabidopsis thaliana] 
30102 

207727 1.R1040 
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5 r -most EST 



hrw701063119.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30103 

207746JL.R1040 
bth700848864.hl 

30104 

207753_1.R1040 

uC-gmropic023a06bl 

BLASTX 

g3096947 

184 

2.0e-13 

103 

45 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30105 

207769_1.R1040 
bth700848894.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30106 

207784_1.R1040 

bth700848917.hl 

BLASTX 

g4559380 

205 

2.0e-18 

61 

79 

(AC006526) putative auxin-responsive GH3 protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



30107 

207795_1.R1040 
kll701207346.hl 

30108 

207796JL.R1040 

uC-gmropic004a!2bl 

BLASTX 

g3559816 

286 

6.0e-39 

132 

63 

(Y15782) transketolase 
30109 

207803_1.R1040 
fua701037395.hl 



2 [Capsicum annuum] 



Seq. No. 
Contig ID 
5* -most EST 



30110 

207866_1.R1040 
bth700849032.hl 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30111 

207883_1.R1040 
bth700849050.hl 

30112 

207891_1.R1040 

uC-gmropic054fllbl 

BLASTX 

g4539383 

317 

5.0e-29 

119 

48 

(AL035526) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 

Contig ID 



30113 

207892__1.R1040 
bth700849061.hl 

30114 

207903_1.R1040 
jC-gmst02400001f09al 

30115 

207905_1.R1040 

uC-gmropic054c04bl 

BLASTX 

g2493895 

601 

3.0e-62 

170 

68 

CYSTEINE SYNTHASE (O-ACETYLSERINE SULFHYDRYLASE) 
(O-ACETYLSERINE (THIOL) -LYASE) (CSASE) 

>gi_1071911_pir S4 6438 cysteine synthase (EC 4.2.99.8) 

watermelon >gi_540497__dbj_BAA05965_ (D28777) cysteine 
synthase [Citrullus lanatus] 

30116 

207905_2.R1040 

jC-gmle01810030e09dl 

BLASTX 

g3127890 

181 

4.0e-13 

73 

51 

(AJ006024) cysteine synthase, O-acetyl-L-serine 
(thiol) -lyase [Cicer arietinum] 

30117 

207905_3.R1040 
jsh701064170.hl 

30118 

207907 1.R1040 
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5 T -most EST 



bth700849086.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30119 

207909_1.R1040 

bth700849090.hl 

BLASTX 

g520570 

246 

4.0e-21 

69 

70 

(U12315) peroxidase [Cenchrus ciliaris] 
30120 

207919_1.R1040 

uC-gmflminsoy017e02bl 

BLASTX 

g4191786 

592 

2.0e-61 

163 

71 

(AC005917) unknown protein [Arabidopsis thaliana] 
30121 

207968_1.R1040 

fua701040728.hl 

BLASTX 

g2829864 

154 

2.0e-10 

45 

60 

(AC002396) similar to zinc metalloproteinases [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



30122 

207983J..R1040 

uC-gmropic043g07bl 

BLASTX 

g3668087 

518 

1.0e-52 

161 

38 

(AC004667) hypothetical protein [Arabidopsis thaliana] 
30123 

208017JL.R1040 
bth700849224.hl 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



30124 

208024JL.R1040 

bth700849231.hl 

BLASTX 

g2252847 

173 



4625 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-12 

35 

89 

(AF013293) 



No definition line found [Arabidopsis thaliana] 



30125 

208030_1.R1040 

jC-gmro02910011c09al 

BLASTX 

g3335375 

908 

2.0e-98 

191 

88 

(AC003028) putative amidase 



[Arabidopsis thaliana] 



30126 

208066JL.R1040 

bth700849280.hl 

BLASTX 

g4567305 

195 

7.0e-15 

81 

48 

(AC005956) hypothetical protein [Arabidopsis thaliana] 
30127 

208109__1.R1040 
uC-gmropic009e01bl 

30128 

208111_1.R1040 
gsv701050584.hl 

30129 

208176_1.R1040 
g4313893 

30130 

208183_1.R1040 

zhf700955854.hl 

BLASTX 

g3212539 

657 

9.0e-69 

200 

63 

Chain A, Structure Of Human Isovaleryl-Coa Dehydrogenase At 
2.6 Angstroms Resolution: Structural Basis For Substrate 
Specificity >gi_3212540_pdb_lIVH_B Chain B, Structure Of 
Human Isovaleryl-Coa Dehydrogenase At 2 . 6 Angstroms ^ 
Resolution: Structural Basis For Substrate Specificity 
>gi_3212541_pdb_HVH__C Chain C, Structure Of Human 
Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms Resolution: 
Structural Basis For Substrate Specificity 
>gi_3212542_pdb_lIVH_D Chain D, Structure Of Human 
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Isovaleryl-Coa Dehydrogenase At 2.6 Angstroms Resolution: 
Structural Basis For Substrate Specificity 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



30131 

208226_1.R1040 
g5677038 

30132 

208260_1.R1040 
bth700849533.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30133 

208280_1.R1040 

bth700849556.hl 

BLASTN 

g4220631 

49 

1.0e-18 

204 

86 

Arabidopsis thaliana genomic DNA, chromosome 5 f TAC clone 
K5J14, complete sequence [Arabidopsis thaliana] 

30134 

208289JL.R1040 

uC-gmflminsoy061b05bl 

BLASTX 

g2583122 

223 

3.0e-18 

105 

48 

(AC002387) hypothetical protein [Arabidopsis thaliana] 
30135 

208305_1.R1040 
zsg701128405.hl 

30136 

208333_1.R1040 

uC-gmropic038hllbl 

BLASTX 

gll72584 

215 

3.0e-17 

89 

49 

POLYPHENOL OXIDASE PRECURSOR (PPO) (CATECHOL OXIDASE) 

>gi_1076478_pir S52984 catechol oxidase (EC 1.10.3.1) 

precursor - apple tree >gi_507280 (L29450) polyphenol 
oxidase [Malus domestical 



Seq. No. 
Contig ID 
5 1 -most EST 



30137 

208349JL.R1040 
jC-gmle01810032glldl 



Seq. No. 



30138 
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Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



208398_1.R1040 

bth700849701.hl 

BLASTX 

g559713 

115 

1.0e-10 

57 
63 

(D38552) The hal539 protein is related to cyclophilin. 
[Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30139 

208405JL.R1040 

bth700849710.hl 

BLASTX 

g4006829 

208 

1.0e-16 

93 

54 

(AC005970) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30140 

208408JL.R1040 
bth700849713.hl 



Seq. No. 
Contig ID 
5 T -most EST 



30141 

208451_1.R1040 
bth700849769.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30142 

208501JL. R1040 
jC-gmle01810016f08dl 

30143 

208550JL.R1040 

bnh70Q764501.hl 

BLASTX 

g4204257 

167 

1.0e-20 

71 

73 

(AC005223) 5493 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



30144 

208583_1.R1040 
bnh700764543.hl 



Seq. No. 
Contig ID 
5' -most EST 



30145 

208665_1.R1040 
dpv701099937.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



30146 

208687_1.R1040 

jex700902966.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3776025 
254 

7.0e-24 

79 

74 

(AJ010474) RNA helicase [Arabidopsis thaliana] 
30147 

208688_2.R1040 
zhf700953167.hl 

30148 

208691_1.R1040 

jex700902980.hl 

BLASTX 

g2194125 

509 

1.0e-51 

115 
77 

(AC002062) ESTs gb_R30459, gb_N38441 come from thrs gene. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



30149 

208694_1.R1040 
jex700904478.hl 

30150 

208715_1.R1040 
jC-gmfl02220073a05al 

30151 

208744JL.R1040 

jex700903170.hl 

BLASTX 

g624943 

157 

9.0e-ll 

81 
41 

(X79432) unnamed protein product [Brassica oleracea] 
30152 

208751JL.R1040 

jex700903527.hl 

BLASTX 

g3334665 

386 

2.0e-37 

132 

55 

(Y10492) putative cytochrome P450 [Glycine max] 
30153 

208754JL.R1040 
jex700904555.hl 



4629 



Seq. No. 
Contig ID 
5 r -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30154 

208756_1.R1040 
jC-gmle01810010hl2al 

30155 

208814_1.R1040 

zhf700955093.hl 

BLASTX 

gl25889 

414 

1.0e-40 

124 

63 

PROBABLE PEC TATE LYASE P59 PRECURSOR >gi_2804 00_pir S27098 

pectate lyase {EC 4.2.2.2) LAT59 - tomato 

>gi_19271_emb_CAA33523__ (X15499) P59 protein [Lycopersicon 
esculentum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 r -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



30156 

208817JL.R1040 

zhf700953936.hl 

BLASTX 

g2088651 

162 

5.0e-ll 

83 

55 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 

30157 

208828JL.R1040 

uC-gmropic027c09bl 

BLASTX 

g4220529 

637 

1.0e-66 

160 

76 

(AL035356) putative protein [Arabidopsis thaliana] 
30158 

208848JL.R1040 

jC-gmfl02220103d01al 

BLASTX 

g529353 

414 

1.0e-40 

121 

55 

(U12757) diphenol oxidase [Acer pseudoplatanus] 
30159 

208850_1.R1040 
zsg701119787.hl 
BLASTN 
g2465528 



4630 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 

4.0e-40 

169 
88 

Medicago truncatula phosphate transporter (MtPT2) mRNA, 
complete cds 

30160 

208859_1.R1040 

g5058240 

BLASTX 

g4038036 

155 

3.0e-17 

185 
43 

(AC005936) unknown protein [Arabidopsis thaliana] 
30161 

208891_1.R1040 

zhf700964182.hl 

BLASTX 

g4218120 

509 

1.0e-51 

139 

72 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30162 

208892_1.R1040 

leu701151880.hl 

BLASTX 

gl669341 

290 

3.0e-26 

108 

56 

(D45066) AOBP (ascorbate oxidase promoter-binding protein) 
[Cucurbit a maxima] 

30163 

208911_1.R1040 
jex700903566.hl 

30164 

208926_1.R1040 

jex700903603.hl 

BLASTX 

g2088651 

323 

8.0e-30 

145 

48 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



4631 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30165 

208930_1.R1040 
jex700903610.hl 

30166 

208955JL.R1040 

jex700903642.hl 

BLASTX 

g4455246 

188 

5.0e-14 

94 

50 

(AL035523) putative protein [Arabidopsis thaliana] 
30167 

208969JL.R1040 
jex700903674.hl 



30168 

208971_1.R1040 

zsg701123853.hl 

BLASTX 

gl711618 

444 

4.0e-44 

126 

69 

LOW AFFINITY SULPHATE TRANSPORTER 
low affinity sulphate transporter 
>gi_607188_emb_CAA57831_ (X82454) 
transporter [Stylosanthes hamata] 



3 >gij.085993_pir S51765 

- Stylosanthes hamata 
low affinity sulphate 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30169 

208991JL. R1040 

fC-gmfl700904235al 

BLASTX 

g3047095 

272 

7.0e-24 

109 

30 

(AF058826) similar to eukaryotic protein kinase domains 
(Pfam: pkinase .hmm, score: 72.39) [Arabidopsis thaliana] 

30170 

209019_1.R1040 

fC-gmfl700903761f4 

BLASTX 

g!150406 

293 

3.0e-26 

142 

43 

{ Z4 68 68 ) exo-1 , 3-bet a-glucanase/1 , 3-bet a-D-glucan 
glucanohydrolase [Pichia angusta] 



4632 



# 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value' 

Match length 

% identity 

NCBI Description 



30171 

209026JL.R1040 
leu701149594.hl 

30172 

209044_1.R1040 
jex700906355.hl 

30173 

209057_1.R1040 
jex700903826.hl 

30174 

209062_1.R1040 
jC-gmro02910004g06al 

30175 

209078J..R1040 
jex700903873.hl 

30176 

209094_1.R1040 
jex700903894.hl 

30177 

209127_1.R1040 

uC-gmropic010c06bl 

BLASTX 

gl297187 

654 

2.0e-68 

212 

60 

(U53501) similar to protein encoded by GenBank Accession 
Number U41815, nucleoporin 98 [Arabidopsis thaliana] 

30178 

209142_1.R1040 
jex700904010.hl 

30179 

209146_1.R1040 
jex700904018.hl 

30180 

209173_1.R1040 

uC-gmf lminsoy012gllbl 

BLASTX 

g2576361 

568 

1.0e-58 

138 
74 

(U39782) lysine and histidine specific transporter 
[Arabidopsis thaliana] 



4633 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



30181 

209186_1.R1040 
jex700904081.hl 

30182 

209246JL.R1040 
crh700852687.hl 

30183 

209247_1.R1040 
leu701154524.hl 

30184 

209293_1.R1040 

uC-gmropic028a03bl 

BLASTX 

g2388971 

277 

3.0e-24 
122 

(Z98979) hypothetical protein [Schizosaccharomyces pombe] 
30185 

209298_1.R1040 

rlr700895783.hl 

BLASTX 

g452593 

252 

6.0e-22 

91 

49 

(D21814) ORF [Lilium longiflorum] 
30186 

209330JL.R1040 

uC-gmropicl09h07bl 

BLASTN 

gll65321 

58 

7.0e-24 

193 

20 

Glycine max extensin (SbHRGP3) gene, complete cds 
30187 

209374_1.R1040 
jC-gmro02800038c01dl 

30188 

209436_1.R1040 

fC-gmf!700902268al 

BLASTX 

g3641252 

280 

5.0e-25 
127 



4634 



% identity 

NCBI Description 



(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestical 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



30189 

209469JL.R1040 
uC-gmflminsoy005b09bl 

30190 

209471JL.R1040 
leu701149690.hl 

30191 

209485JL.R1040 

fC-gmfl700904490f4 

BLASTX 

gl352075 

619 

8.0e-67 

178 

61 

BETA-GALACTOSIDASE PRECURSOR (LACTASE) 

>gi 1076460_pir S52393 beta-galactosidase (EC 3.2.1.23) 

wild cabbage >gi_669059_emb_CAA59162_ (X84 684) 
beta-galactosidase [Brassica oleracea] 

30192 

209487_1.R1040 

fC-gmfl700904492f4 

BLASTX 

g3721856 

422 

2.0e-41 

109 

69 

(AB014057) beta-Amyrin Synthase [Panax ginseng] 
30193 

209503JL.R1040 

leu701145795.hl 

BLASTX 

gl653033 

163 

3.0e-ll 

36 

(D90910) hypothetical protein [Synechocystis sp.] 
30194 

209545_1.R1040 
jex700905108.hl 

30195 

209549_1.R1040 
jex700904589.hl 



Seq. No. 



30196 



4635 



Contig ID 
5 1 -most EST 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209566_1.R1040 
uC-gmropic022a02bl 

30197 

209574JL.R1040 

zhf700958011.hl 

BLASTX 

g99808 

570 

9.0e-59 

171 

63 

gene BplO protein - rape >gi_17797_emb_CAA47178_ (X66609) 
Bplo [Brassica napus] 

30198 

209577_1.R1040 
jC-gmfl02220142h02al 

30199 

209616_1.R1040 

jC-gmfl02220100e08al 

BLASTX 

gl708972 

217 

3.0e-17 

101 

50 

(R) -MANDELONITRILE LYASE ISOFORM 3 PRECURSOR 
(HYDROXYNITRILE LYASE 3) { (R) -OXYNITRILASE 3) >gi_1262279 
(U51562) (R) - (+) -mandelonitrile lyase isoform MDL3 
precursor [Prunus serotina] >gi_2343181 (AF013161) 
(R)-(+) -mandelonitrile lyase isoform MDL3 precursor [Prunus 
serotina] 



Seq. No. 

Contig ID 
5' -most EST 



30200 

209640_1.R1040 
kll701205153.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



30201 

209667_1.R1040 

jex700904771.hl 

BLASTX 

g4455171 

751 

6.0e-80 

196 

66 

(AL035521) hypothetical protein [Arabidopsis thaliana] 
30202 

209683JL. R1040 
leu701149039.hl 



Seq. No. 
Contig ID 
5' -most EST 



30203 

209717_1.R1040 
leu701153716.hl 



4636 



CD 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g2842496 

448 

2.0e-44 

121 

73 

(AL021749) 



NAM / CUC2 -like protein [Arabidopsis thaliana] 



30204 

209723_1.R1040 

jex700904868.hl 

BLASTX 

g4415912 

148 

8.0e-10 

85 
35 

(AC006282) putative protease [Arabidopsis thaliana] 
30205 

209745JL.R1040 

gsv701051266.hl 

BLASTX 

g4559320 

278 

8.0e-25 

100 
52 

(AC007087) putative 50S ribosomal protein LI [Arabidopsis 
thaliana] 

30206 

209767_1.R1040 

jex700904935.hl 

BLASTX 

g2114104 

341 

1.0e-64 

178 
71 

(AB003590) sulfate transporter [Arabidopsis thaliana] 
>gi__2114106_dbj_BAA20085_ (AB003591) sulfate transporter 
[Arabidopsis thaliana] 

30207 

209780_1.R1040 
jex700905528.hl 

30208 

209808_1.R1040 

jex700904983.hl 

BLASTX 

g4008008 

251 

2.0e-21 

93 

56 



4637 



NCBI Description 



(AF084035) receptor-like protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



30209 

209826_1.R1040 
jC-gmro02910010e04al 

30210 

209832_1.R1040 

jC-gmst02400044b04al ^ 

BLASTX 

g3885344 

172 

4.0e-12 

126 

34 

(AC005623) unknown protein [Arabidopsis thaliana] 
>gi_4557057_gb_AAD22497.1_AC007154_l (AC007154) unknown 
protein [Arabidopsis thaliana] 

30211 

209864_1.R1040 
jex700905078.hl 

30212 

209902JL.R1040 
jC-gmf!02220099hlOdl 

30213 

209926_1.R1040 
fC-gmfl700906103al 

30214 

209939JL.R1040 

jC-gmro02910047b05al 

BLASTX 

g4539335 

375 

1.0e-35 

249 

35 

(AL035539) putative protein [Arabidopsis thaliana] 
30215 

209939_2.R1040 

uC-gmrominsoy302e03bl 

BLASTX 

g4539335 

243 

1.0e-20 

137 

39 

(AL035539) putative protein [Arabidopsis thaliana] 
30216 

209949_1.R1040 
zhf700955913.hl 



4638 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST ' 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3335359 

434 

8.0e-43 

129 

66 

(AC003028) 



unknown protein [Arabidopsis thaliana] 



30217 

209973JL.R1040 

jex700905225.hl 

BLASTX 

g4454012 

481 

3.0e-48 

142 

63 

(AL035396) Pollen-specific protein precursor like 
[Arabidopsis thaliana] 

30218 

209997JL.R1040 

jex700905268.hl 

BLASTX 

g3006088 

183 

6.0e-14 

70 

49 

(AJ222724) SGT protein [Rattus norvegicus] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30219 

210012JL.R1040 
jex700905275.hl 

30220 

210014_1.R1040 

uC-gmflminsoy012g09bl 

BLASTX 

g3402694 

566 

4.0e-58 

218 

55 

(AC004697) putative Mlo-hi protein [Arabidopsis thaliana] 
30221 

210020_1.R1040 

fC-gmfl700903761al 

BLASTX 

g4263791 

306 

4.0e-30 

108 
61 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 



4639 



# 



Seq. No. 30222 

Contig ID 210040JL . R1040 

5 '-most EST zhf 700961857 .hi 

Method BLASTX 

NCBI GI g3810593 

BLAST score 285 

E value 9.0e-26 

Match length 59 

% identity 88 

NCBI Description (AC005398) putative 
thaliana] 



sucrose-proton symporter [Arabidopsis 



Seq. No. 30223 

Contig ID 210095_1 . R1040 

5' -most EST jex700905408 .hi 

Seq. No. 30224 

Contig ID 210107JLR1040 

5' -most EST leu701144948 . hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30225 

210163_1.R1040 

jC-gmst02400041d08al 

BLASTX 

g2864618 

424 

9.0e-42 

123 

68 

(AL021811) putative protein [Arabidopsis thaliana] 



Seq. No. 30226 

Contig ID 210169J. .R1040 

5' -most EST jC-gmfl02220108cl2al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30227 

210206_1.R1040 

jex700905582.hl 

BLASTX 

g4218122 

384 

7.0e-37 

195 

48 

(AL035353) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30228 

210210_1.R1040 

jex700905587.hl 

BLASTX 

g4455171 

441 

4.0e-44 

96 

77 

(AL035521) hypothetical protein [Arabidopsis thaliana] 



4640 



Seq. No. 


30229 


Contig ID 


ZIUZZZ 1.K1U4U 


5' -most EST 


jC-gmf 102220 14 0n03dl 


Method 


BLASTX 


NCBI GI 


g4510348 


BLAST score 


o o n 

289 


E value 


7 . Oe-26 


Match length 


72 


% identity 


67 


NCBI Description 


(ACUUby^l) unKnown prouern Li\raijjLaopt>ib hicl.lj_cu.icij 


Seq. No. 


30230 


Contig ID 


210228 1.R1040 


5' -mo st EST 


jex7UU9uool o . ni 


Seq* No. 


30231 


Contig ID 


210245 1.R1U4U 


5 T -most EST 


jex7 00 905630 .nl 


Method 


BLASTX 


NCBI GI 


g2367431 


BLAST score 


224 


E value 


1.0e-18 


Match length 


55 


% identity 


76 


NCBI Description 


(AF000403) putative cytochrome r4oU L Lotus japomcus 


Seq. No. 


30232 


Contig ID 


210269JL.R1040 


5' -most EST 


fua701037858 .hi 


Seq. No. 


30233 


Contig ID 


210283_1.R1040 


5' -most EST 


leu701147850 .hi 


Seq. No. 


30234 


Contig ID 


210287 1.R1U4U 


5' -most EST 


jex700905693.hl 


Method 


BLASTX 


NCBI GI 


g927025 


BLAST score 


262 


E value 


2.0e-22 


Match length 


74 


% identity 


32 


NCBI Description 


(L44134) SPFl-like DNA-binding protein [Cucumis sati 


Seq. No. 


30235 


Contig ID 


210327_1.R1040 


5' -most EST 


kll701210291 .hi 


Seq. No. 


o r\ o *5 /* 

30236 


Contig ID 


210398 1.R1040 


5' -most EST 


zhf700952832.hl 


Seq. No. 


30237 


Contig ID 


210432 1.R1040 


5' -mo st EST 


pmv700888230.hl 



4641 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2924653 

35 

2.0e-10 

107 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MDA7, complete sequence [Arabidopsis thaliana] 

30238 

210537_1.R1040 

uC-gmf Imins oy 0 6 1 f 1 2b 1 

BLASTX 

g4467153 

232 

3.0e-19 

118 
45 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30239 

210570JL.R1040 
jex700906075.hl 

30240 

210578_1.R1040 

epx701105248.hl 

BLASTX 

g!848214 

298 

5.0e-27 

66 

80 

(Y11210) uracil phosphoribosyltransf erase [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



30241 

210582_1.R1040 
jex700906094.hl 

30242 

210636JL.R1040 
g5057869 

30243 

210663_1.R1040 
kll701212062.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



30244 

210678_1.R1040 
jex700906255.hl 

30245 

210697_1.R1040 
fC-gmro700564 904d3 
BLASTN 



4642 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



gl935018 
150 

1.0e-78 

408 
88 

V.faba mRNA for sucrose transporter 
30246 

210710_1.R1040 

jC-gmst02400025d03al 

BLASTX 

g2244840 

253 

1.0e-21 

116 
47 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
30247 

210747JL.R1040 
jex700906370.hl 

30248 

210764_1.R1040 

uC-gmronoir07 6f 12bl 

BLASTX 

g2160144 

252 

1.0e-21 

128 
42 

(AC000375) Strong similarity to Arabidopsis oligopeptide 
transporter (gb_X77503) . [Arabidopsis thaliana] 

30249 

210765_1.R1040 

rlr700895313.hl 

BLASTX 

g2462931 

359 

2.0e-34 

89 

71 

(Z83833) UDP-glucose: sterol glucosyltransf erase 
[Arabidopsis thaliana] 

30250 

210776JL.R1040 
jex700906414.hl 

30251 

210786_1.R1040 

epx701108547.hl 

BLASTX 

g3114713 

148 

1.0e-09 



4643 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



73 
48 

(AF06134 6) Edpl protein [Mus musculus] 
30252 

210813_1.R1040 
leu701153394.hl 

30253 

210841_1.R1040 
jex700906520.hl 

30254 

210857_1.R1040 
jex700906549.hl 

30255 

210921JL.R1040 

jex700906708.hl 

BLASTX 

g3128477 

270 

3.0e-24 

81 

65 

(AF062640) metalloproteinase [Arabidopsis thaliana] 
30256 

210932J..R1040 
g5605826 

30257 

210933_1.R1040 

fC-gmfl700905073al 

BLASTX 

g3641836 

405 

2.0e-43 

141 

64 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

30258 

210943J..R1040 
uC-gmropic009e05bl 

30259 

210949_1.R1040 
zhf700964978.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



30260 

210956_1.R1040 
jex700906761.hl 

30261 

210998 1.R1040 



4644 



5 f -most EST 



leu701154452.hl 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30262 

211029JL.R1040 
hrw701063013.hl 

30263 

211048JL.R1040 

kll701208991.hl 

BLASTX 

g4455340 

249 

1.0e-21 

94 

48 

(AL035522) putative protein 



[Arabidopsis thaliana] 



30264 

211055_1.R1040 

fC-gmfl700906939al 

BLASTX 

g3915022 

411 

3.0e-40 

128 

64 

SUCROSE-PHOSPHATE SYNTHASE 2 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYLTRANSFERASE 2) 
>gi_2190350_emb_CAA72491_ (Y11795) sucrose-phosphate 
synthase [Craterostigma plantagineum] 

30265 

211082_1.R1040 
jex700907578.hl 

30266 

211091_1.R1040 

dpv701101879.hl 

BLASTX 

g2245012 

304 

8.0e-28 

75 

76 

(Z97341) hypothetical protein [Arabidopsis thaliana] 
30267 

211094JL.R1040 

jex700907013.hl 

BLASTX 

g3386611 

294 

6.0e-27 

75 

63 

(AC004665) unknown protein [Arabidopsis thaliana] 



4645 



(ID 



Seq. No. 


3Qzbo 


Contig ID 


Z11141 1.K1U4U 


5' -most EST 


]ex700 9u /Uoy ,nl 


Seq. No. 


30269 


Contig ID 


Zl±14o 1.K1U4U 


r~ » _i_ T"t fi rn 

5 -most EST 


3 l gniEiUiZzuuo _l j_ u 


Method 


rJLAblA 


NCBI GI 


g3335372 


BLAST score 


522 


E value 




Match length 


loo 


% identity 


51 


NCBI Description 


(AC003028) putative . 


Seq. No. 


302/0 


Contig ID 


211215 1.K1U4U 


5 -most EST 


gmie /uu 100^4 / y^ 


Method 


"DT 7\ O TV 

fcSLiAo 1A 


NCBI GI 


g2651300 


BLAST score 


392 


E value 


1.0e-37 


Match length 


170 


% identity 


49 


NCBI Description 


(AC002336) putative 




phosphor ibosyl-trans 


Seq. No. 


30271 


Contig ID 


211237 1.R1040 


5' -most EST 


jex700907301.hl 


Method 


BLASTX 


NCBI GI 


g2244866 


BLAST score 


304 


E value 


5.0e-28 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



91 
60 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
30272 

211278JL.R1040 
jex700907361.hl 

30273 

211281JL.R1040 
jex700907666.hl 

30274 

211282_1.R1040 
jex700907564.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30275 

211319_1.R1040 
asn701141526.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30276 

211326JL.R1040 
epx701109165.hl 



4646 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2126113 

169 

1.0e-ll 

116 

36 

prolyl aminopeptidase (EC 3.4.11.5) - Hafnia alvei 
>gi_1754489_dbj_BAA09605_ (D61383) prolyl aminopeptidase 

[Hafnia alvei] >gi_1588323_prf 2208340A Pro aminopeptidase 

[Hafnia alvei] 



Seq. No. 

Contig ID 
5' -most EST 



30277 

211346_1.R1040 
leu701148125.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



30278 

211382J..R1040 

kll701209577.hl 

BLASTX 

g4006915 

332 

3.0e-31 

107 

61 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
30279 

211394JL.R1040 

jex700907530.hl 

BLASTX 

g2781433 

246 

7.0e-21 

131 

40 

(AF030052) RSWl-like cellulose synthase catalytic subunit 
[Oryza sativa subsp. japonica] 

30280 

211399_1.R1040 

jC-gmst02400076g02al 

BLASTX 

g4115379 

277 

2.0e-24 

123 

54 

(AC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

30281 

211442JL.R1040 

zsg701118392.hl 

BLASTX 

g2911067 

585 

1.0e-60 



4647 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



137 
81 

(AL021960) UV-damaged DNA-binding protein- 
[Arabidopsis thaliana] 



like 



30282 

211471_1.R1040 

leu701152212.hl 

BLASTX 

g!931652 

221 

9.0e-18 

188 
18 

(U95973) phosphatidylinositol-4-phosphate 5-kinase isolog 
[Arabidopsis thaliana] 

30283 

211583J..R1040 
epx701106685.hl 

30284 

211591JL.R1040 

leu701145967.hl 

BLASTX 

g2642157 

201 

3.0e-19 

69 

70 

(AC003000) ankyrin-like protein [Arabidopsis thaliana] 
30285 

211626_1.R1040 

f C-gmr o7 0 0 8 7 6 1 4 5dl 

BLASTN 

gl089903 

56 

1.0e-22 

128 

86 

P. sativum mRNA for carboxypeptidase 
30286 

211644JL.R1040 

zhf700963153.hl 

BLASTX 

g2655008 

600 

3.0e-62 

186 

55 

(AF01714 4) (1-4) -beta-mannan endohydrolase [Lycopersicon 
esculentum] 

30287 

211656 1.R1040 



4648 



# 



5 -most EST 


g4313445 


Method 


hJLAoiN 


NCBI GI 


g287561 


BLAST score 


359 


E value 


0 . Oe+00 


Match length 


562 


% identity 


91 


NCBI Description 


Vigna radiata auxin-regulated mRNA 


Seq. No. 


30288 


Contig ID 


211715 1.R1040 


5 '-most EST 


jex700908106.hl 


Seq. No. 


30289 


Contig ID 


211732 1.R1040 


5' -most EST 


leu70114 9360.hl 


Method 


BLASTX 


NCBI GI 


g4559368 


BLAST score 


213 


E value 


2. 0e-17 


Match length 


58 


% identity 


72 


NCBI Description 


(AC006585) hypothetical protein [Arabidopsis 


Seq. No. 


30290 


Contig ID 


211817_1.R1040 


5' -most EST 


asn701133909.h2 


Method 


BLASTN 


NCBI GI 


gz-ioluob 


BLAST score 


34 


E value 


2.0e-09 


Match length 


82 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA f chromosome 



MHF15, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30291 

211924JL.R1040 

leu701150702.hl 

BLASTX 

g4218120 

167 

6.0e-12 

43 

77 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



30292 

211929_1.R1040 

gsv701044336.hl 

BLASTX 

g3877205 

286 

2.0e-25 

112 

45 



4649 



NCBI Description (Z70780) similar to lipase [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30293 

211941_1.R1040 

jex700908407.hl 

BLASTX 

g2642450 

608 

2.0e-63 

140 

81 

(AC002391) putative metal ion transporter (Nramp) 
[Arabidopsis thaliana] >gi_3169188 (AC004401) putative 
metal ion transporter (Nramp) [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30294 

211956_1.R1040 
zhf700954347.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30295 

211976_1.R1040 

fC-gmfl700909836al 

BLASTX 

g3024387 

544 

8.0e-56 

148 

67 

POLYGALACTURONASE PRECURSOR (PG) (PECTINASE) >gi_ 
(U20431) polygalacturonase [Medicago sativa] 



668998 



Seq. No. 
Contig ID 
5 '-most EST 



30296 

211990_1.R1040 
jex700908496.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30297 

211994JL.R1040 
jC-gmle01810035fl0dl 



Seq. No. 

Contig ID 
5* -most EST 



30298 

212002_1.R1040 
jex700908480.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30299 

212045_1.R1040 

jex700908548.hl 

BLASTX 

g4512263 

191 

1.0e-21 

74 
78 

(AB018526) H+/Ca2+ exchanger 2 



[Ipomoea nil] 



Seq. No. 
Contig ID 
5 '-most EST 



30300 

212057JL.R1040 
uC-gmflminsoy017h03bl 



4650 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTX 

g4093155 

165 

1.0e-ll 

103 

36 

(AF088281) 
thaliana] 



phytochrome-associated protein 1 [Arabidopsis 



30301 

212062_1.R1040 

pmv700892882.hl 

BLASTX 

g477430 

438 

1.0e-43 

103 

82 



NCBI Description nucleolar protein p!20 - mouse (fragment) 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



30302 

212068_1.R1040 
gsv701056516.hl 

30303 

212077_1.R1040 

gsv701046554.hl 

BLASTX 

g3335347 

613 

1.0e-63 

214 
55 

(AC004512) Contains similarity to ARI 7 RING finger protein 
gb_X98309 from Drosophila melanogaster . ESTs gb_T44383, 
gb_W43120, gb_N65868, gb_H36013, gb_AA042241, gb_T7 68 69 and 
gb_AA042359 come from this gene, [Arabidopsis thaliana] 

30304 

212083_1.R1040 

epx701109802.hl 

BLASTX 

g3298502 

414 

2.0e-40 

157 

53 

(AB015046) xylulokinase [Homo sapiens] 
30305 

212094JL.R1040 
crh700855625.hl 



Seq. No. 

Contig ID 
5 T -most EST 
Method 



30306 

212096_1.R1040 

jex700908622.hl 

BLASTX 



4651 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl345643 
419 

5.0e-49 
138 
74 

FLAVONOID 3 1 , 5 1 -HYDROXYLASE 2 
75A3) (CYPLXXVA3) >gi_629709 
3 ', 5 1 -hydroxylase Hf2 - garden petunia 
>gi_311654_emb_CAA80265_ (Z22544) flavonoid 
3 1 , 5 1 -hydroxylase [Petunia x hybrida] 

>gi_738771_prf 2001426A flavonoid 3 1 , 5 ' -hydroxylase 

[Petunia x hybrida] 



(F3'5'H) (CYTOCHROME P450 
pir S38984 flavonoid 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30307 

212108JL.R1040 

pxt700944644.hl 

BLASTX 

gl871193 

424 

1.0e-42 

163 

52 

(U90439) receptor-like protein kinase isolog [Arabidopsis 
thaliana] >gi_2335090 (AC002339) putative receptor-like 
protein kinase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30308 

212118_1.R1040 
jex700908656.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30309 

212134_1.R1040 
zhf700954902.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30310 

212181JL.R1040 

jex700909274.hl 

BLASTX 

g3687230 

637 

1.0e-66 

163 
70 

(AC005169) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30311 

212187_1.R1040 

g5510128 

BLASTX 

g4530126 

227 

1.0e-18 

90 

51 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



4652 



Seq. No. 




Contig ID 


212193 1.R1040 


5 1 -most EST 


jex700908757.hl 


Seq. No. 




vi ■)— -! r*r T 

uontixg liJ 


91 91 Q7 1 R1 OAO 


5 -most EST 


apv /uiuyoyoo. ni 


Seq. No. 




Contig ±u 


91991Q i Di n^n 

ZlZzlo 1.K1U4U 


D mOSI- HjOI 


uv^ giuiiiniiiooyuuxiju /jjjl 


Ma 4— Vi ^ 

ixietnou 


DJ-LflO 1 A 


NCBI GI 


g4 DD i £. I? 


BLAST score 


194 


E value 


6.0e-15 


Match length 


yo 


% identity 


4 O 


NCBI Description 


(AC006841) putative se 




[Arabidopsis thaliana] 


beq. No. 


3U310 


Contig ID 


212225J..R1040 


5' -most EST 


uC-gmronoirOllaOlbl 


Seq. No. 


3031b 


Contig ID 


212250 1.R1040 


5' -most EST 


jex700908836.hl 


Seq. No. 




Contig ID 


212251 1.R1040 


5 -most EST 


j ex /00y0oo4o . nl 


Seq. No. 


30318 


Contig ID 


212253 1.R1040 


0 -mOSt £jOL 


j ex /uuyuoo4o . ni 


Method 


BLASTX 


NCBI GI 


g<c /ooz4o 


BLAST score 


405 


E value 


6.0e-40 


Match length 


oy 


% identity 


DO 


NCBI Description 


(U97200) cobalamin-ind 




[Arabidopsis thaliana] 


Seq. No. 


30319 


Contig ID 


212285 1.R1040 


5 1 -most EST 


uC-gmropicO 1 6d0 9bl 


Seq. No. 


30320 


Contig ID 


212311 1.R1040 


o -most iloi 


j ex /uuyuojj^ .ni 




JDJ-irxO X A 


NCBI GI 


g3377517 


BLAST score 


201 


E value 


2.0e-15 


Match length 


52 


% identity 


62 



4653 




NCBI Description 


(AF073361) nitrate transporter NTL1 [Arabidopsis thaliana] 


tj C M • *■ * w • 


30321 


Prvn-t- l rr TD 


212315 1 R1040 


J LLikJj l_ J-jOI 


n C — rmn t nm i n s o v2 2 0 crO 5b 1 


OCU • IN \J • 


30322 


Ponf i rr TD 

vUllLX^ X Lv 


212323 1.R1040 


5 '-most EST 


jex700908953.hl 


L 1~ L11UU 


BLASTX 


NCBI GI 


g4105698 


BLAST score 


171 


ill V CI JL d. V3i 


2.0e-12 




66 


"5 ICLeill-lCY 






(AF04987 0) small hydrophobic protein [Arabidopsis thaliana 




30323 




212331 1 R1040 

Ll & JJl X • 1\X \J ^ KJ 


5 T -most EST 


kll701214360.hl 




RLA^TX 


NCBI GI 


g4522012 


BLAST score 


546 


TT tra 1 no 

ili Vo.XU.ti 


8 Oe-56 


Maf r>h 1 on rrf~ Vi 


185 


% identity 


57 


NCBI Description 


(AC007069) hypothetical protein [Arabidopsis thaliana] 






Contig ID 


212379_1.R1040 


5' -most EST 


uC-gmrominsoyl58al0bl 


OCtJ. LNU» 


30325 


^UiiLiy J.JJ 


912408 1 R1040 


O IUUoL. Hi ol 


f n-rrrnc:A7007 c i c i37 0a2 


JC^i IN * 


30326 


frtnf -i rr TH 


212416 1 R1040 


5 ' -most EST 


jC-gmro02910013el2al 




RT.A9TX 


NCBI GI 


g2252472 


BLAST score 


813 


Hj value 


3 b Oe-87 


M-a +- r~«Vi "1 oTirr+*Vi 
rucl L.011 xciiyun 


182 


%. "irloT-*t-i"l - \/ 


85 


inv*o± uescripLiun 


^7Q7^^fi^ prnininn^nrrinate Ivase TArabidoosis thalianal 


Oclj • INvJ • 


30327 

VJ O Jl. / 


Cr^rft- n rr TFl 


9194 37 1 R1 04 0 


0 ILHJ 0 U Hj 0 1 


rrqv701?T56350 hi 


Lit; uilvJvj. 


RT.A^TX 


1\ V/ AJ J. \J J. 


al076580 


BLAST score 


223 


E value 


3.0e-18 


Match length 


75 


% identity 


56 


NCBI Description 


alcohol dehydrogenase homolog ADH3b - tomato 



4654 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



>gi 913446_bbs_160508 (S75487) alcohol dehydrogenase ADH 
{EC _ 1. 1.1.1} [Lycopersicon esculentum=tomatoes, cv. red 
cherry, Peptide, 390 aa] [Lycopersicon esculentum] 

30328 

212442JL.R1040 

jex700909113.hl 

BLASTX 

g464900 

497 

4.0e-50 

127 

73 

PUTATIVE KINASE -LIKE PROTEIN TMKL1 PRECURSOR 

>gi_539008_pir S39476 kinase-like transmembrane protein 

TMKL1 precursor - Arabidopsis thaliana 
>gi_313190_emb_CAA51385_ (X72863) TMKL1 [Arabidopsis 
thaliana] 

30329 

212458_1.R1040 

leu701145458.hl 

BLASTN 

g429107 

126 

2.0e-64 

326 

85 

L. esculentum S-adenosyl-L-methionine synthetase mRNA, 
complete CDS 

30330 

212460_1.R1040 
zhf700960731.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



30331 

212461JL.R1040 
g5607028 

30332 

212464_1.R1040 

zsg701126409.hl 

BLASTX 

g4530126 

153 

8.0e-10 

155 

28 

(AF078082) receptor- like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

30333 

212530_1.R1040 

zhf700963094.hl 

BLASTX 

g2739370 

334 



4655 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



2.0e-31 

112 

56 

(AC002505) putative pectinesterase [Arabidopsis thaliana] 
30334 

212541JL.R1040 
zhf700958684.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30335 

212544_1.R1040 
zsg701125485.hl 

30336 

212555_1.R1040 

jex700909294.hl 

BLASTN 

g2656030 

33 

4.0e-09 

65 
88 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MUL8 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



30337 

212564JL.R1040 
gsv701056257.hl 

30338 

212567_1.R1040 
jex700909318.hl 

30339 

212569JL.R1040 

jex700909321.hl 

BLASTN 

g2293111 

207 

1.0e-113 

378 

89 

V.faba mRNA for potassium channel 
30340 

212575_1.R1040 
jex700909329.hl 

30341 

212585_1.R1040 

fC-gmfl700909057al 

BLASTX 

g2829204 

208 

3.0e-16 

81 

47 



4656 



NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF044204) lipid transfer protein precursor [Gossypium 
hirsutum] 



30342 

212592_1.R1040 

jex700909349.hl 

BLASTX 

g3193298 

178 

7.0e-13 

113 

33 

(AF069298) T14P8. 



17 gene product [Arabidopsis thaliana] 



30343 

212605JL.R1040 
epx701108145.hl 

30344 

212636J..R1040 

jex700909421.hl 

BLASTX 

g4455316 

278 

1.0e-24 

76 

70 

(AL035528) putative protein [Arabidopsis thaliana] 
30345 

212657__1.R1040 
jex700909449.hl 

30346 

212685JL.R1040 

hrw701057006,h2 

BLASTX 

g3643604 

211 

5.0e-17 

102 

43 

(AC005395) receptor-like protein kinase [Arabidopsis 
thaliana] 

30347 

212711JL.R1040 

jex700909530.hl 

BLASTN 

g460088 

52 

2.0e-20 

72 

93 

Arabidopsis thaliana Columbia ecotype gl-tubulin (TUBG1) 
gene, complete cds 



4657 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30348 

212719J..R1040 

jex700909543.hl 

BLASTX 

g3249065 

396 

2.0e-44 

181 

63 

(AC004473) Similar to HAK1 gb_U22945 high affinity 
potassium transporter from Schwanniomyces occidentalis , 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



30349 

212733JL.R1040 
jC-gmfl02220141gl0al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30350 

212734_1.R1040 

kll701213345.hl 

BLASTX 

g3212867 

272 

4.0e-24 

110 
50 

(AC004005) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



30351 

212749_1.R1040 
jex700909579.hl 



Seq. No. 
Contig ID 
5 T -most EST 



30352 

212766_1.R1040 
zhf700955870.hl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30353 

212838_1.R1040 

fC-gmfl700906093hl 

BLASTX 

g2388565 

163 

6.0e-ll 

71 
42 

(AC000098) Similar to Prunus pectinesterase (gb_X95991) 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



30354 

212845JL. R1040 

zhf700963860.hl 

BLASTN 

g3702728 

46 

2.0e-16 

289 

84 



4658 



# 



NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M13, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



30355 

212859JL.R1040 
fC-gmfl700910054al 

30356 

212879_1.R1040 

zhf700955947.hl 

BLASTX 

g3608134 

243 

8.0e-21 

88 

57 

(AC005314) dnaJ-like protein [Arabidopsis thaliana] 
30357 

212882_1.R1040 

jex700909781.hl 

BLASTN 

gl8680 

130 

4.0e-67 

247 

88 

G.max mRNA for mitotic cyclin (S13-7) 
30358 

212893JL.R1040 

jC-gmfl02220065f08al 

BLASTX 

gl495802 

638 

1.0e-66 

199 

61 

(X96405) 13-lipoxygenase [Solanum tuberosum] 
30359 

212893_2.R1040 

jex700909795.hl 

BLASTX 

gl495802 

511 

6.0e-52 

129 

71 

(X96405) 13-lipoxygenase [Solanum tuberosum] 
30360 

212932_1.R1040 

jC-gmfl02220065fl2dl 

BLASTX 

g2827548 

403 



4659 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



3.0e-39 

112 

65 

(AL021635) cytochrome P450 
thaliana] 

30361 

212943_1.R1040 
jex700909885.hl 



- like protein [Arabidops 



30362 

212989JL.R1040 
epx701105703.hl 

30363 

213002JL.R1040 
jex700909975.hl 

30364 

213016_1.R1040 
jex700910001.hl 

30365 

213020_1.R1040 

fC-gmfl700907612al 

BLASTX 

g3928519 

239 

5.0e-23 

119 

49 

(AB011670) wpk4 protein kinase [Triticum aestivum] 
30366 

213029_1.R1040 

hrw701059588.hl 

BLASTN 

g4567193 

98 

1.0e-47 

434 

81 

Arabidopsis thaliana chromosome II BAC T2 6C19 genomi 
sequence, complete sequence 

30367 

213043JL.R1040 

zhf700952854.hl 

BLASTX 

g2598575 

436 

3.0e-43 

106 

81 

(Y15293) MtN21 [Medicago truncatula] 
30368 



4660 





213051 1.R1040 


5' -most EST 


jex700910053.hl 


Mpfhod 


BLASTX 


NCBI GI 


g3367576 


BLAST score 


246 


F! 1 IIP 

ill V CL-I_LA^ 


2. Oe-22 


M^'hr'h 1 pnath 


122 


% identity 


43 


NCBI Description 


(AL031135) NAM / CUC2 -like protein [Arabidop 




30369 


font i a TD 


213072 1.R1040 


S'-Trrnqf- EST 


kll701209063 .hi 


Qprr No 


30370 


Pnnt" "i a TD 


213081 1.R1040 


5' -most EST 


gsv701054104 .hi 


Mp"hhnfi 


BLASTX 




a3157945 


BLAST score 


280 


E value 


7.0e-25 


Matrh lencrth 

LjQi Loll -i- viiy <— . ±x 


111 


§: "i Hpnt* "i 1"V 


41 


NP"RT Dps rriot ion 


(AC002131) Contains similarity to axi 1 gene 




Nicotiana tabacum. [Arabidopsis thaliana] 




30371 


prtnf i /t T Pi 


il. _L J VJ (J <£. -L ■ JAX U1U 




fC-amfl700907613al 


Mprhod 


BLASTX 


NCBI GI 


gl351945 


BLAST score 


691 


E value 


9.0e-73 


Match length 


186 


% identity 


56 



NCBI Description 



FLORAL HOMEOTIC PROTEIN APETALA2 >gi_533709 (U12546) 
APETALA2 protein [Arabidopsis thaliana] 
>gi_2464888_emb_CAB16765_ (Z99707) APETALA2 protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30372 

213091JL.R1040 
zhf700962041.hl 

BLASTX 

gl237086 

299 

2.0e-27 

109 

59 

(X96766) ADP-glucose pyrophosphorylase [Pisum sativum] 



Seq. No. 
Contig ID 
5* -most EST 



30373 

213147JL.R1040 
jC-gmf!02220056cl2al 



Seq. No. 
Contig ID 



30374 

213150 1.R1040 



4661 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zhf700951787.hl 

BLASTX 

g2246458 

165 

2.0e-ll 

41 

76 

(U81313) S-adenosyl-methionine-sterol-C- methyltransf erase 
[Ricinus communis] 



Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30375 

213150_2.R1040 

jC-gmle01810004el0al 

BLASTN 

g!399379 

108 

1.0e-53 

268 
85 

Glycine max S-adenosyl-L-methionine : delta24-sterol-C- 
methyltransferase mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



30376 

213155JL.R1040 
zhf700951794.hl 



Seq. No. 

Contig ID 
5 '-most EST 



30377 

213203_1.R1040 
zhf 700962818. hi 



Seq. No. 


30378 


Contig ID 


213233 1.R1040 


5 '-most EST 


zhf700951901.hl 


Method 


BLASTX 


NCBI GI 


g3335350 


BLAST score 


122 


E value 


3.0e-14 


Match length 


84 


% identity 


51 


NCBI Description 


(AC004512) Similar to gb_Z84386 anthranilate ^ 


N-hydroxycinnamoyl/benzoyltransferase from Dianthus 




caryophyllus . [Arabidopsis thaliana] 


Seq. No. 


30379 


Contig ID 


213290 1.R1040 


5' -most EST 


leu701154862.hl 


Seq. No. 


30380 


Contig ID 


213302 1.R1040 


5 '-most EST 


jC-gmro02910016b06al 


Seq. No. 


30381 


Contig ID 


213338 1.R1040 


5' -most EST 


zhf700952049.hl 


Seq. No. 


30382 


Contig ID 


213339_1.R1040 



4662 



5' -most EST 



2hf700952050.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30383 

213345JL.R1040 

zhf700952057.hl 

BLASTX 

g2583128 

142 

9.0e-09 

75 

40 

(AC002387) hypothetical protein [Arabidopsis thaliana] 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30384 

213412_1.R1040 

zhf700952138.hl 

BLASTX 

g2384675 

168 

7.0e-12 

65 
54 

(AF012659) putative potassium transporter AtKT4p 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



30385 

213419JL.R1040 
jC-gmfl02220115c03al 



Seq. No. 
Contig ID 
5" -most EST 



30386 

213439_1.R1040 
fua701042188.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30387 

213476_1.R1040 

pxt700944312.hl 

BLASTX 

g3121917 

193 

6.0e-15 

99 
27 

COCKAYNE SYNDROME WD-REPEAT PROTEIN CSA 

>gi_1362773_pir A57090 CSA protein - human >gi_975302 

(U28413) CSA protein [Homo sapiens] 

>gi_4557467_ref_NP_000073.1_pCKNl_ Cockayne syndrome 1 
protein 



Seq. No* 
Contig ID 
5' -most EST 



30388 

213503JL.R1040 
zhf700962122.hl 



Seq. No. 
Contig ID 
5' -most EST 



30389 

213505J..R1040 
zhf700952252.hl 



Seq. No. 



30390 



4663 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



213519_1.R1040 

zhf700952272.hl 

BLASTX 

g2623248 

264 

3.0e-25 

93 

68 

(AF030882) SU1 isoamylase [Zea mays] 
30391 

213533_1.R1040 
uC-gmflminsoy058f04bl 

30392 

213537JL.R1040 

zhf700952301.hl 

BLASTX 

gl351945 

177 

3.0e-22 

107 

59 

FLORAL HOMEOTIC PROTEIN APETALA2 >gi__533709 (U12546) 
APETALA2 protein [Arabidopsis thaliana] 
>gi_2464888_emb_CAB16765_ (Z99707) APETALA2 protein 
[Arabidopsis thaliana] 

30393 

213598JL.R1040 

zhf700952364.hl 

BLASTN 

g2330650 

49 

2.0e-18 

205 

90 

Pisum sativum mRNA for topoisomerase II 
30394 

213627__1.R1040 
zhf700952402.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



30395 

213640_1.R1040 

g4313837 

BLASTX 

g3738297 

487 

2.0e-49 

111 

31 

(AC005309) unknown protein [Arabidopsis thaliana] 
30396 

213655_1.R1040 
fua701037671.hl 



4664 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



30397 

213661_1.R1040 
g5606683 

30398 

213669J..R1040 
uC-gmflminsoyl20h06bl 

30399 

213679_1.R1040 
gsv701043845.hl 

30400 

213700JL.R1040 
gsv701053917.hl 

30401 

213709_1.R1040 
uC-gmflminsoy023f05bl 

30402 

213721_1.R1040 

zhf700952524.hl 

BLASTX 

g2443881 

243 

2.0e-20 

181 

41 

(AC002294) contains beta-transducin motif [Arabidopsis 
thaliana] 

30403 

213724_1.R1040 
uC-gmropic011c08bl 

30404 

213734_1.R1040 
zhf700952545.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



30405 

213770_1.R1040 

leu701154568.hl 

BLASTX 

g3413322 

501 

1.0e-50 

161 
61 

(Y11118) polygalacturonase [Medicago sativa] 
30406 

213789_1.R1040 
dpv701097122.hl 
BLASTX 
g4468813 



4665 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



358 

3.0e-34 

81 

73 

(AL035601) putative protein [Arabidopsis thaliana] 
30407 

213790JL.R1040 
zhf700952630.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



30408 

213814JL.R1040 

zhf700952674.hl 

BLASTX 

g2281330 

333 

3.0e-31 

108 

57 

(U85646) putative pectate lyase 
30409 

213850_1.R1040 
jC-gmfl02220061a06al- 



Nt59 [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



30410 

213873JL.R1040 
zhf 700952757. hi 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



30411 

213958J..R1040 

uC-gmropic098d04bl 

BLASTX 

g4138137 

452 

6.0e-45 

108 

78 

(AJ012796) ss-galactosidase [Lycopersicon esculentum] 
30412 

213963J..R1040 
jC-gmfl02220081h02dl 

30413 

213977JL.R1040 
jC-gmfl02220138g05dl 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



30414 

213988_1.R1040 
dpv701099482.hl 

30415 

214016_1.R1040 
uC-gmrominsoy05 3b0 lbl 
BLASTX 
g3928097 



4666 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



211 

1.0e-22 

140 
43 

(AC005770) unknown protein, 5 1 partial [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



30416 

214017JL.R1040 
zhf700963236.hl 



Seq. No. 
Contig ID 
5' -most EST 



30417 

214022_1.R1040 
gsv701055630.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30418 

214035_1.R1040 
uC-gmflminsoy017f01bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30419 

214057_1.R1040 

zhf700953006.hl 

BLASTX 

g2245070 

150 

2.0e-09 

167 

28 

(Z97342) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30420 

214099_1.R1040 

zhf700953069.hl 

BLASTX 

g3075382 

320 

6.0e-30 

82 

77 

(AC002505) putative peroxisome assembly protein PER8 
[Arabidopsis thaliana] >gi_3075384 (AC004484) putative 
peroxisome assembly protein PER8 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
S'-most EST 



30421 

214157_1.R1040 
uC-gmronoir 0 0 9al lbl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30422 

214160_1.R1040 

zhf700964709.hl 

BLASTX 

g3415115 

542 

1.0e-55 

131 

39 

(AF081202) villin 2 [Arabidopsis thaliana] 
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beq. JNO. 


j \j *± j 


f^n +■ t rr TD 


214172 1.R1040 


J UiUo U IjOI 


uC-amronoir071a02bl 


Method 


BLASTX 


NCBI GI 


g2911058 


DXiriO i bCUlc 


■J X r 


E value 


p Ho— 9 Q 

o . ue Z 


ixia.Tzcn xengun 


X *± *J 


% identity 


A9 




(AT,0?1 9611 Dutative 


beq. wo. 


O U r± ^ *± 




214210 1 R1040 


C f .rnAof T7QT 

o most Hjoi 


tSLJA / UlluJ^IJ • iiX 


iYieT_noa 




NCBI GI 


g3980401 


BLAST score 


189 


^ 1 tt n 1 n 

IL ValUc 




ixiaucn j-engi-n 


7fi 


% identity 


55 


NCBI Description 


(AC004561) putative 




"hlnal l anal 
LX ldx Xdiici j 


Seq. No. 


30425 


Contig ID 


214227JL.R1040 


3 ItlO S L Jlibi 


rrmt^r\7^\ i pf)4 9a 01 

u.^ yiux upiou *± cl\j xjj x 


Seq. No. 




Contig ID 


214227 2.R1040 


5 '-most EST 


kll701206481.hl 


Seq. No. 


30427 


Contig ID 


214229 1.R1040 


5 '-most EST 


zhf 700953234. hi 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30428 

214259JL.R1040 

jC-gmst02400076e02al 

BLASTX 

g3201624 

220 

1.0e-17 

124 

56 

(AC004 669) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



30429 

214261 J.. R1040 
uC-gmflminsoy020b01bl 



Seq. No. 
Contig ID 
5' -most EST 



30430 

214263JL.R1040 
zhf700953279.hl 



Seq. No. 
Contig ID 



30431 

214278 1.R1040 



4668 



5 T -most EST 



zhf700953302.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30432 

214281JL.R1040 

jC-gmle01810015gl0dl 

BLASTX 

g4432846 

201 

1.0e-15 

70 

57 

(AC006283) unknown protein [Arabidopsis thaliana] 
30433 

214299_1.R1040 

crh700852282.hl 

BLASTX 

g2982431 

176 

8.0e-13 

81 

47 

(AL022224) leucine rich repeat-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30434 

214336_1.R1040 
zhf700953372.hl 



Seq. No. 
Contig ID 
5' -most EST 



30435 

214346J.. R1040 
zhf700953382.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



30436 

214359_1.R1040 
jC-gmfl02220058e01al 

30437 

214364_1.R1040 

g5753099 

BLASTX 

g3193293 

386 

3.0e-37 

150 

56 

(AF069298) contains a short region of similarity to another 
Arabidopsis hypothetical protein F19K23.8 (GB: AC000375) 
[Arabidopsis thaliana] 

30438 

214388_1.R1040 

jC-gmle01810082f04al 

BLASTX 

g4325282 

386 

2.0e-37 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5'4aost EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



CD 

119 
66 

(AF123310) NAC domain protein NAM [Arabidopsis thaliana] 
>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

30439 

214437JL.R1040 
jC-gmfl02220082f01dl 

30440 

214437_2.R1040 
jC-gmfl02220082g02al 

30441 

214453JL.R1040 
zhf 700953514. hi 

30442 

214455_1.R1040 
zhf700953516.hl 
BLASTX 
g960289 
476 

4.0e-48 
101 
89 

(L34343) anthranilate synthase alpha subunit [Ruta 
graveolens] 

30443 

214469_1.R1040 
jC-gmfl02220054b08al 

30444 

214489JL.R1040 
uC-gmf lminsoy04 6a0 6b 1 
BLASTX 
g3367520 
537 

7.0e-55 
179 
57 

(AC004392) Similar to protein kinase APK1A, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 

30445 

214496_1.R1040 
k!1701205657.hl 



Seq. No. 

Contig ID 
5 '-most EST 



30446 

214500_1.R1040 
zhf700954982.hl 



Seq. No. 
Contig ID 



30447 

214500 2.R1040 
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5' -most EST uC-gmropicl01h09bl 

Seq. No. 30448 

Contig ID 214507JL . R1040 

5' -most EST zhf 700953580 .hi 

Method BLASTX 

NCBI GI g3298550 

BLAST score 419 

E value 4.0e-41 

Match length 162 

% identity 52 

NCBI Description (AC004681) putative cellulose synthase [Arabidopsis 
thaliana] 

Seq. No. 30449 

Contig ID 214526_1 . R1040 

5" -most EST jC-gmf 102220136h02dl 

Seq. No. 30450 

Contig ID 214566JL .R1040 

5 f -most EST zhf 700960157 .hi 

Seq. No. 30451 

Contig ID 214623JL . R1040 

5' -most EST kll701210714 . hi 

Method BLASTX 

NCBI GI g3953475 

BLAST score 275 

E value 2.0e-24 

Match length 93 

% identity 54 

NCBI Description (AC002328) F22O2.20 [Arabidopsis thaliana] 

Seq. No. 30452 

Contig ID 214627_1 .R1040 

5 '-most EST zhf 700953726 .hi 

Seq. No. 30453 

Contig ID 214691_1 .R1040 

5' -most EST uC-gmrominsoyl26ellbl 

Method BLASTN 

NCBI GI g3869069 

BLAST score 53 

E value 1.0e-20 

Match length 230 

% identity 83 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MEB5, complete sequence [Arabidopsis thaliana] 

Seq. No. 30454 

Contig ID 214720_1 .R1040 

5 T -most EST jC-gmf 102220143a07al 

Seq. No. 30455 

Contig ID 214744_1 . R1040 

5' -most EST zhf700953878.hl 

Method BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4038042 
477 

4.0e-48 

117 

79 

(AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30456 

214749_1.R1040 

zhf700953884.hl 

BLASTX 

g4469024 

500 

7.0e-51 

110 
79 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



30457 

214768JL.R1040 
zhf 700953912. hi 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



30458 

214814_1.R1040 
uC-gmrominsoy208gO 9bl 

30459 

214848_1.R1040 
gsv701045630.hl 

30460 

214859_1.R1040 

kll701207659.hl 

BLASTX 

g2655098 

209 

9.0e-17 

54 

67 

(AF023472) peptide transporter [Hordeum vulgare] 
30461 

214860_1.R1040 
zhf700954023.hl 



Seq. No. 
Contig ID 
5' -most EST 



30462 

214873_1.R1040 
hrw701063257.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30463 

214894__1.R1040 
zhf700954062.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30464 

214901_1.R1040 
zhf700954070.hl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3928079 

224 

3.0e-18 

144 

40 

(AC005770) 



hypothetical protein [Arabidopsis thaliana] 



30465 

214922JL.R1040 

zhf700954102.hl 

BLASTX 

g3168884 

171 

2.0e-12 

65 

48 

(AF068716) similar to E. coli thermoresistant gluconokmase 
(GB:U18997) [Caenorhabditis elegans] 

30466 

214925_1.R1040 

zhf700954105.hl 

BLASTX 

g4249409 

148 

1.0e-09 

59 

58 

(AC006072) putative sugar transporter [Arabidopsis 
thaliana] 

30467 

214933JL.R1040 

uC-gmflminsoy042b07bl 

BLASTX 

g3643598 

738 

2.0e-78 

162 

85 

(AC005395) putative poly (A) polymerase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



30468 

214940_1.R1040 
zhf700954122.hl 

30469 

214942_1.R1040 

zhf700955311.hl 

BLASTX 

g!491615 

205 

2.0e-16 

66 

64 
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(I 



NCBI Description 



(X99923) male sterility 2-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30470 

214943_1.R1040 
zhf70Q954126.hl 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



30471 

215022__1.R1040 

jC-gmle01810036e05dl 

BLASTX 

g2664210 

334 

3.0e-31 

69 

87 

(AJ222644) 
thaliana] 



asparaginyl-tRNA synthetase [Arabidopsis 



30472 

215044JL.R1040 
uC-gmropic!01g08bl 

30473 

215132JL.R1040 
zhf700954354.hl 



Seq. No. 
Contig ID 
5' -most EST 



30474 

215173_1.R1040 
zhf700954408.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30475 

215221_1.R1040 
zhf700954476.hl 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



30476 

215223_1.R1040 
uC-gmrominsoyl26g08bl 

30477 

215249_1.R1040 
fua701040622.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30478 

215268_1.R1040 

jC-gmle01810078f07al 

BLASTX 

g3850588 

525 

2.0e-53 

152 
69 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PF_00168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5' -most EST 



30479 

215276JL.R1040 
leu701145160.hl 



Seq. No. 
Contig ID 
5' -most EST 



30480 

215309_1.R1040 
zhf700954581.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



30481 

215324JL.R1040 
kll701213457.hl 

30482 

215327_1.R1040 

uC-gmf Iminsoy044c05bl 

BLASTX 

g4204315 

234 

3.0e-19 

195 
30 

(AC003027) Unknown protein [Arabidopsis thaliana] 
30483 

215341_1.R1040 
zsg701117642.hl 

30484 

215353_1.R1040 

jC-gmle01810016g02al 

BLASTX 

gll75016 

143 

1.0e-08 

134 
32 

WHITE PROTEIN HOMOLOG >gi_1160186_emb_CAA62631_ (X91249) 
white [Homo sapiens] 

30485 

215369JL.R1040 
zhf 700954654. hi 



30486 

215377J.. 

g4313727 

BLASTX 

g3258570 

172 

3.0e-12 

45 

73 

(U89959) 



R1040 



Unknown protein [Arabidopsis thaliana] 



30487 

215396JL.R1040 
jC-gmst02400029f!2al 



4675 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30488 

215433_1.R1040 

zhf700954735.hl 

BLASTX 

g4263722 

289 

1.0e-43 

101 

88 

(AC006223) putative glucan synthase [Arabidopsis thaliana] 
30489 

215441JL.R1040 

kll701212167.hl 

BLASTX 

g2507229 

329 

1.0e-30 

93 
69 

40 KD PEPT IDYL- PROLYL CIS-TRANS ISOMERASE (PPIASE) 

( ROTAMASE ) ( CYCLOPHILIN- 40) ( CYP- 4 0 ) ( CYCLOPHILIN-RELATED 

PROTEIN) (ESTROGEN RECEPTOR BINDING CYCLOPHILIN) 

>gi_423247_pir A46579 estrogen receptor-binding 

cyclophilin - bovine >gi_393300__dbj_BAA03159_ (D14074) 
cyclophilin [Bos taurus] 



Seq. No. 
Contig ID 
5' -most EST 



30490 

215446_1.R1040 
fC-gmle7 000743383rl 



Seq. No. 

Contig ID 
5 T -most EST 



30491 

215485JL.R1040 
zhf700954794.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30492 

215492_1.R1040 

jC-gmfl02220097f08al 

BLASTX 

g3982577 

295 

4.0e-32 

102 
67 

(AF023141) histidinol dehydrogenase [Thlaspi goesingense] 
30493 

215497JL.R1040 

uC-gmropicll2dl2bl 

BLASTX 

g4508076 

190 

2.0e-14 

96 

38 

(AC005882) 55659 [Arabidopsis thaliana] 
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# 



Seq. No. 

, Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



30494 

215509_1.R1040 
zsg701120956.hl 

30495 

215538JL.R1040 

zhf700954859.hl 

BLASTX 

g2499535 

553 

4.0e-57 

114 

89 

2-OXOGLUTARATE/MALATE TRANS LOCATOR PRECURSOR >gi_595681 
(U13238) 2-oxoglutarate/malate translocator [Spinacia 
oleracea] 

30496 

215547JL.R1Q40 

asn701137057.hl 

BLASTX 

g3776581 

144 

3.0e-09 

35 

71 

(AC005388) Similar to Beta integral membrane protein 
homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 

30497 

215559_1.R1040 

leu701153154.hl 

BLASTX 

gl771162 

365 

5.0e-35 

109 

66 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 

30498 

215566JL.R1040 

epx701108914.hl 

BLASTX 

g2462826 

602 

1.0e-62 

182 
42 

(AF000657) unknown protein [Arabidopsis thaliana] 
30499 

215578_1.R1040 
epx701109091.hl 



4677 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30500 

215622_1.R1040 

zhf700954991.hl 

BLASTX 

g2160190 

277 

2.0e-48 

146 

68 

(AC000132) No definition line found [Arabidopsis thaliana] 
30501 

215673J..R1040 

jC-gmfl02220115b09dl 

BLASTX 

g2760543 

399 

1.0e-38 

83 

89 

(Z97060) L-galactono-l,4-lactone dehydrogenase [Brassica 
oleracea] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30502 

215679_1.R1040 

rlr700897214.hl 

BLASTX 

g4512698 

347 

6.0e-33 

104 

66 

(AC006569) hypothetical protein [Arabidopsis thaliana] 
30503 

215828JL.R1040 

uC-gmf Iminsoy035b01bl 

BLASTX 

g2829910 

224 

8.0e-22 

104 

55 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30504 

215834_1.R1040 

gsv701048383.hl 

BLASTN 

gll22324 

235 

1.0e-129 

367 

91 

P. sativum mRNA for SecA protein 
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Seq. No. 
Contig ID 
5' -most EST 



30505 

215857_1.R1040 
zhf 700955308. hi 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30506 

215886_1.R1040 

jC-gmfl02220071f04al 

BLASTX 

g3426037 

871 

2.0e-99 

250 

53 

(AC005168) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30507 

215897_1.R1040 
zhf700955355.hl 

30508 

215952_1.R1040 

zhf700964741.hl 

BLASTX 

g2129953 

155 

1.0e-10 

43 
63 

laccase (EC 1.10.3.2) - common tobacco 
diphenol oxidase [Nicotiana tabacum] 



>gi 1685087 (U43542) 



Seq. No. 


30509 


Contig ID 


215967 1.R1040 


5 '-most EST 


g5508898 


Method 


BLASTX 


NCBI GI 


g2252827 


BLAST score 


299 


E value 


5.0e-40 


Match length 


99 


% identity 


78 


NCBI Description 


(AF013293) No definit 


Seq. No. 


30510 


Contig ID 


215980 1.R1040 


5 '-most EST 


uC-gmropicOOOlglObl 


Seq. No. 


30511 


Contig ID 


215994_1.R1040 


5 T -most EST 


uC-gmropic059h04bl 


Method 


BLASTX 


NCBI GI " 


g4544446 


BLAST score 


288 


E value 


9.0e-26 


Match length 


109 


% identity 


58 



4679 



NCBI Description (AC006592) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30512 

215997JL.R1040 

leu701145993.hl 

BLASTX 

g2342685 

336 

2.0e-31 

126 

52 

(AC000106) Contains similarity to Rhodococcus amidase 
(gb_D16207). ESTs gb_T20504, gb_H36650, gb_N97423, gb_H36595 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30513 

215997_2.R1040 

jC-gmfl02220061a09al 

BLASTX 

g2342685 

231 

4.0e-19 

147 

37 

(AC000106) Contains similarity to Rhodococcus amidase 
(gb_D16207). ESTs gb_T20504, gb_H36650, gb_N97423, gb_H36595 
come from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30514 

216033_1.R1040 

jC-gmro02910072e02al 

BLASTX 

g3776559 

671 

1.0e-70 

151 
81 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



30515 

216037_1.R1040 
zhf700955536.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30516 

216060_1.R1040 
uC-gmf Iminsoy017a05bl 



Seq. No. 

Contig ID 
5* -most EST 



30517 

216101_1.R1040 
uC-gmropic065c05bl 



Seq. No. 
Contig ID 
5 1 -most EST 



30518 

216111JL.R1040 
zhf700955632.hl 



4680 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3135254 

704 

3.0e-74 

278 
50 

(AC003058) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 30519 

Contig ID 216112_1.R1040 

5' -most EST pxt700944059.hl 

Method BLASTX 

NCBI GI g2760839 

BLAST score 417 

E value 1.0e-40 

Match length 175 

% identity 47 i 
NCBI Description (AC003105) putative receptor kinase [Arabidopsis thaliana] 

Seq. No. 30520 

Contig ID 216131_1.R1040 

5 1 -most EST uC-gmrominsoyll2e02bl 

Method BLASTX 

NCBI GI g2252843 

BLAST score 482 

E value 1.0e-48 

Match length 147 

% identity 62 

NCBI Description (AF013293) No definition line found [Arabidopsis thaliana] 

Seq. No. 30521 

Contig ID 216137JL.R1040 

5' -most EST zhf 700955669 . hi 

Method BLASTN 

NCBI GI gl239962 

BLAST score 38 

E value 4.0e-12 

Match length 62 

% identity 90 

NCBI Description A. ma jus mRNA for MADS-box protein (DEFH72) 



Seq. No. 30522 

Contig ID 216144JL .R1040 

5' -most EST zhf 700955668 . hi 



Seq. No. 30523 

Contig ID 216209_1 . R1040 

5' -most EST zsg701119566 .hi 

Method BLASTX 

NCBI GI g3256848 

BLAST score 175 

E value 8.0e-13 

Match length 100 

% identity 40 

NCBI Description (AP000002) 219aa long hypothetical protein [Pyrococcus 
horikoshii] 



4681 





30524 




Contig ID 


216211 1.R1040 




5' -most EST 


zhf700955970.hl 




beg. JNO • 








216228 1 R1040 






rrh700850117 hi 






30526 






21 624S 1 R1040 




r » -most EST 


kll701208209.hl 










NCBI GI 


g3386604 




BLAST score 


264 




R vfl 1 lip 


8.0e-23 






147 




% identity 


36 


kinase [Arab 


NCBI Description 


(AC004665) putative protein 




30527 




f^z-vr-i 4- A Tpi 


21 627 9 1 R1 040 




R ' — ninc-h FQT 
O IttOlbl. CjO± 


-iP-oml p0181008 9e!2al 




O C • IN U • 






Lontig xu 


21 62fifi 1 R1 040 




S 1 — mnqt F^T 


zhf 700^55848 .hi 




Flo LHuU 


DJJTlO J- /i. 




NCBI GI 


g2914703 




BLAST score 


355 




TT" TT "3 1 HA 

Hi ValUc 


1 . 0e-33 




ItA ~\ ^~ r~\ 1 r~\ T"l /Y^ 

LYi3.T,cn lenyLn 


1 42 




% identity 


52 


[Arabidopsis 


NCBI Description 


(AC003974) unknown protein 




30529 




Contig ID 


216315 1.R1040 




5' -most EST 


zhf700955880.hl 






»J VJ iJ J \J 




Contig ID 


216321 1.R1040 




5' -most EST 


zhf700955887.hl 




dorr Wn 


30531 




PArif i /~r TPt 

LOnuly X.U 


21 6^22 1 R1 040 




o most Hjox 


-ir-rrml^01 ft10060h09a1 




oec[. jno. 






uoni-iy xJJ 


21 64 4 1 1 Rl 040 






zhf700M6027 hi 






DLlAO J. x\ 




NCRI GI 


g4558556 




BLAST score 


390 




E value 


5.0e-38 




Match length 


110 




% identity 


66 




NCBI Description 


(AC007138) predicted protein of unknown 



[Arabidopsis thaliana] 



4682 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



30533 

216450JL.R1040 
zhf700956039.hl 

30534 

216483JL.R1040 
zhf700956079.hl 

30535 

216492JL.R1040 

jC-gmfl02220102c08al 

BLASTX 

g4006913 

450 

1.0e-44 

127 

72 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
30536 

216529JL.R1040 

zhf700956142.hl 

BLASTX 

gl708971 

226 

8.0e-19 

98 

49 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 

(HYDROXYNITRILE LYASE 1) ( { R) -OXYNITRILASE 1) 

>gi_421871_pir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 

(R)-(+) -mandelonitrile lyase isoform MDLl precursor [Prunus 
serotina] >gi_1090776_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 

30537 

216530_1.R1040 

uC-gmflminsoy024h03bl 

BLASTX 

g3337361 

414 

8.0e-41 

106 

66 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
30538 

216546JL.R1040 
zhf700956164.hl 

30539 

216559JL.R1040 

zhf700956452.hl 

BLASTX 



4683 



NCBI GI g431154 

BLAST score 201 

E value 5.0e-16 

Match length 68 

% identity 59 

NCBI Description (D21813) 



ORF [Lilium longiflorum] 



Seq. No. 




contig lu 




5' -most EST 


fua701038569.hl 


beq. no. 




Contig ID 




5 '-most EST 


zhf700958851.hl 


Method 


BLASTX 


NCBI bl 




BLAST score 




E value 


y . ue-i y 


Match length 


55 


% identity 




NCBI Description 


(U4oyoyj acuin Qepoiyiu.ej_izj.iiy laui-ui c* L^^^^^^^jy 0 -- 0 




thaliana] 


Seq. No. 


30542 


Contig ID 


216634 1.R1040 


5' -most EST 


kll701203845.hl 


Seq. No. 


oU54o 


Contig ID 


21667 9 1.R104U 


5 '-most EST 


leu /U114oJUl . ni 


Method 




NCBI GI 


gJoyoDoo 


BLAST score 


ICC 

loo 


E value 


1 Ha-1 fl 

1 . ue iu 


Match length 


67 


% identity 


42 


NCBI Description 


(AL031179) hypothetical protein [Schizosaccharomyces 


Seq. No. 


O A C A A 


Contig ID 


216690 1.R1040 


5 '-most EST 


kll701204502.h2 


Method 


rsliAo lA 


NCBI GI 


g____45u / / 


BLAST score 


*3 O ^ 

52. / 


E value 


9 . 0e-31 


Match length 


92 


% identity 


72 


NCBI Description 


(Z97343) glucanase homolog [Arabidopsis thaliana] 


Seq. No. 


30545 


Contig ID 


216777 1.R1040 


5 '-most EST 


zhf700956512.hl 


Seq. No. 


30546 


Contig ID 


216780 1.R1040 


5' -most EST 


jC-gmfl02220144e02al 


Method 


BLASTX 



4684 



€1 



NCBI GI g4337196 

BLAST score 595 

E value 1.0e-61 

Match length 171 

% identity 71 

NCBI Description (AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 

Seq. No. 30547 

Contig ID 216783JL .R1040 

5' -most EST zhf 700956558 .hi 

Method BLASTX 

NCBI GI g2944178 

BLAST score 147 

E value 3.0e-17 

Match length 82 

% identity 63 

NCBI Description (AF007778) trehalose- 6-phosphate phosphatase [Arabidopsis 
thaliana] 

Seq. No. 30548 

Contig ID 216801_1 .R1040 

5' -most EST jC-gmle01810026d03al 

Method BLASTX 

NCBI GI g4567095 

BLAST score 691 

E value 6*0e-73 

Match length 160 

% identity 80 

NCBI Description (AF129516) fertilization-independent endosperm protein 
[Arabidopsis thaliana] 

Seq. No. 30549 

Contig ID 216810JL .R1040 

5' -most EST zhf 700956567 .hi 

Method BLASTX 

NCBI GI g3337352 

BLAST score 156 

E value 2.0e-17 

Match length 86 

% identity 57 

NCBI Description (AC004481) putative chromatin structural protein Supt5np 
[Arabidopsis thaliana] 

Seq. No. 30550 

Contig ID 216830_1 . R1040 

5' -most EST zhf700956605.hl 

Method BLASTX 

NCBI GI gl209756 

BLAST score 1039 

E value 1.0e-113 

Match length 279 

% identity 72 

NCBI Description (U43629) integral membrane protein [Beta vulgaris] 

Seq. No. 30551 

Contig ID 216888_1 . R1040 



4685 



dD 



5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



zhf700956689.hl 
30552 

216910JL.R1040 
epx701107525.hl 

30553 

216952_1.R1040 
zhf700956793.hl 

30554 

216958JL.R1040 

uC-gmflminsoy016dl2bl 

BLASTX 

g4336426 

548 

2.0e-56 

127 

77 

(AF090835) Ca2+-dependent protein kinase [Mesembryanthemum 
crystallinum] 

30555 

216970J..R1040 
jC-gmro02910037fl2al 

30556 

216970__2.R1040 
g5606159 

30557 

217019JL.R1040 
zhf700956924.hl 

30558 

217035JL.R1040 

jC-gmle01810028e!2dl 

BLASTX 

g2262116 

196 

4.0e-15 

117 

37 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
30559 

217045_1.R1040 
zhf700956981.hl 

30560 

217052JL.R1040 
zhf700956992.hl 

30561 

217082_1.R1040 

zhf700957045.hl 

BLASTX 



4686 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4415933 
462 

3.0e-46 

123 

68 

(AC006418) putative cellular apoptosis susceptibility 
protein [Arabidopsis thaliana] 

>gi_4559390_gb_AAD23050.1_AC006526_15 (AC006526) putative 
cellular apoptosis susceptibility protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30562 

217104_1.R1040 
zhf700957082.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30563 

217118JL.R1040 

uC-gmf Iminsoy055cl2bl 

BLASTX 

g2494116 

865 

3.0e-93 

215 

78 

(AC002376) Similar to Synechocystis hypothetical protein 
(gb_D90915) . [Arabidopsis thaliana] 

30564 

21712 6_1.R1040 

zhf700957121.hl 

BLASTX 

g2213624 

481 

4.0e-48 

252 

44 

(AC000103) F21J9.16 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



30565 

217128JL.R1040 
gsv701055604.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30566 

217129_1.R1040 

zhf700958162.hl 

BLASTX 

g2245108 

143 

4.0e-09 

28 

89 

(Z97343) EREBP-4 homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30567 

217149JL.R1040 
zhf700957171.hl 



4687 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30568 

217170JL.R1040 

jC-gmro02800027c07al 

BLASTX 

g4567197 

225 

2.0e-18 

91 

56 

(AC007168) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30569 

217188_1.R1040 

fua701040949.hl 

BLASTX 

g3396079 

198 

1.0e-15 

83 
47 

(AF080173) inositol 1, 3, 4-trisphosphate 5/6-kmase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30570 

217189_1.R1040 

leu701151606.hl 

BLASTX 

g4006924 

684 

3.0e-72 

155 

75 

(Z99708) beta-galactosidase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30571 

217191_1.R1040 
zsg701120810.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30572 

217192JL.R1040 
uC-gmropic055a03bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30573 

217240JL.R1040 

uC-gmflminsoy047b05bl 

BLASTX 

g2213590 

477 

9.0e-48 

188 

49 

(AC000348) T7N9.10 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



30574 

217284_1.R1040 
gsv701056235.hl 



4688 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30575 

217306_1.R1040 

zhf700957456.hl 

BLASTX 

g2911075 

336 

1.0e-31 

81 

83 

(AL021960) putative protein [Arabidopsis thaliana] 
30576 

217348_1.R1040 
jC-gmst 0240002 6a08dl 

30577 

217438JL.R1040 

uC-gmrominsoyl69h05bl 

BLASTX 

g3378491 

159 

1.0e-10 

48 

58 

(AJ007578) pRIB5 protein [Ribes nigrum] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30578 

217441_1.R1040 
uC-gmropic090c04bl 

30579 

217452_1.R1040 

uC-gmropic070cl0bl 

BLASTX 

g3337361 

661 

2.0e-69 

179 

65 

(AC004481) ankyr in-like protein [Arabidopsis thaliana] 
30580 

217459JL.R1040 

zhf700957744.hl 

BLASTX 

g544006 

181 

1.0e-13 

59 

58 

ACIDIC ENDOCHITINASE PRECURSOR >gi_322 68 6_pir S317 63 

chitinase (EC 3.2.1.14) - chickpea >gi_17942_emb_CAA49998_ 
(X70660) chitinase [Cicer arietinum] 



Seq. No. 
Contig ID 



30581 

217476 1.R1040 



4689 



CI 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zhf700957764.hl 

BLASTX 

g4454035 

278 

2.0e-24 

94 

56 

(AL035394) polyprenyltransf erase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



30582 

217498_1.R1040 
zhf700957796.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30583 

217536J..R1040 

zhf700957857.hl 

BLASTN 

g2623245 

111 

1.0e-55 

206 

89 

Pisum sativum poly (A) polymerase mRNA, nuclear gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30584 

217545J..R1040 

uC-gmflminsoy083e05bl 

BLASTX 

g2623299 

89 

1.0e-09 

80 

51 

(AC002409) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



30585 

217571_1.R1040 
uC-gmflminsoy054f09bl 



Seq. No. 
Contig ID 
5' -most EST 



30586 

217579_1.R1040 
zhf700957923.hl 



Seq. No. 
Contig ID 
5' -most EST 



30587 

217591_1.R1040 
zhf700957939.hl 



Seq. No. 
Contig ID 
5' -most EST 



30588 

217607JL.R1040 
uC-gmrominsoy059b01bl 



Seq. No. 
Contig ID 
5' -most EST 



30589 

217633_1.R1040 
pxt700945371.hl 



4690 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30590 

217641_1.R1040 

zhf700958020.hl 

BLASTX 

g4539435 

496 

2.0e-50 

103 

83 

(AL049523) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



30591 

217718_1.R1040 
uC-gmflminsoy063h05bl 



Seq. No. 
Contig ID 
5' -most EST 



30592 

217723_1.R1040 
zhf700958142.hl 



Seq. No. 

Contig ID 
5' -most EST 



30593 

217726JL.R1040 
asn701142016.hl 



Seq. No. 
Contig ID 
5' -most EST 



30594 

217787J..R1040 
uC-gmropic042dl2bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30595 

217791_1.R1040 

g4260307 

BLASTX 

g4006864 

241 

1.0e-20 

101 

54 

(Z99707) nucleoporin-like protein [Arabidopsis thaliana] 
30596 

217865JL.R1040 

jC-gmfl02220143h08al 

BLASTX 

g728868 

223 

3.0e-18 

75 
59 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) 

>gi_99824_pir S16748 proline-rich protein - rape 

(fragment) >gi_22597_emb_CAA42924_ (X60376) proline-rich 
protein [Brassica napus] 



Seq. No. 

Contig ID 
5 '-most EST 



30597 

217866_1.R1040 
g4260349 



Seq. No. 



30598 



4691 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



217895_1.R1040 
jC-gmfl02220068c05dl 

30599 

217957_1.R1040 
jC-gmro02910011g08al 

30600 

217969JL.R1040 
leu701151263.hl 

30601 

217977_1.R1040 
zsg701126152.hl 

30602 

217984_1.R1040 
zhf700958486.hl 

30603 

218000JL.R1040 

pxt700945957.hl 

BLASTX 

g2262105 

638 

1.0e-66 

180 
60 

(AC002343) unknown protein [Arabidopsis thaliana] 
30604 

218014_1.R1040 
zhf700961801.hl 

30605 

218021_1.R1040 

zhf700958541.hl 

BLASTX 

g4191789 

218 

9.0e-18 

83 

58 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30606 

218022_1.R1040 

jC-gmst02400068g07dl 

BLASTN 

g4519194 

50 

5.0e-19 

118 
86 

Arabidopsis thaliana genomic 
MHM17, complete sequence 



DNA, chromosome 5, PI clone 



4692 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



30607 

218067_1.R1040 
fua701042740.hl 

30608 

218077_1.R1040 
zhf700958626.hl 

30609 

218084_1.R1040 
zhf700958634.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30610 

218112_1.R1040 
zhf700959017.hl 

30611 

218118_1.R1040 
zhf700958705.hl 

30612 

218163JL.R1040 
jC-gmfl02220114g03dl 

30613 

218232JL.R1040 
zhf700958874.hl 

30614 

218272_1.R1040 

zhf700958932.hl 

BLASTX 

g4371293 

162 

4.0e-ll 

132 

34 

(AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


30615 


Contig ID 


218304 1.R1040 


5' -most EST 


gsv701055031.hl 


Seq. No. 


30616 


Contig ID 


218350 1.R1040 


5 '-most EST 


zhf700959050.hl 


Seq. No. 


30617 


Contig ID 


218384 1.R1040 


5 '-most EST 


asn701138736.hl 


Seq. No. 


30618 


Contig ID 


218391 1.R1040 


5' -most EST 


kll701208301.hl 


Method 


BLASTX 


NCBI GI 


g4098647 



4693 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



467 

3.0e-47 

90 

92 

(U80668) homogentisate 1,2-dioxygenase [Arabidopsis 
thaliana] 

30619 

218446JL.R1040 

kll701208553.hl 

BLASTX 

g3176714 

389 

7.0e-46 

121 

74 

(AC002392) putative tRNA-splicing endonuclease positive 
effector [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



30620 

218459_1.R1040 

kll701207149.hl 

BLASTX 

g2245378 

407 

1.0e-39 

204 

50 

(U83245) auxin response 



factor 1 [Arabidopsis thaliana] 



30621 

218467JL.R1040 

zhf700959231.hl 

BLASTX 

g2894567 

370 

2.0e-35 

150 

50 

(AL021890) hypothetical protein [Arabidopsis thaliana] 
30622 

218497_1.R1040 
k!1701204387.h2 



Seq. No. 
Contig ID 
5' -mo st EST 



30623 

218504_1.R1040 
zhf 700959281. hi 



Seq, No. 
Contig ID 
5' -most EST 



30624 

218524_1.R1040 
zhf700959307.hl 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 



30625 

218549_1.R1040 

zhf700959333.hl 

BLASTX 



4694 



CI 



NCBI GI 


g4454467 


BLAST score 


240 


Hi ValUt! 


1 . Oe-20 


4- /-i V\ "1 an it4- 

rictxcn usiiy lii 


R7 


9- /-3 4- n 4- t r 

■3 lueiiLi^y 


60 


nodi Description 


f arnn &o ^4 ) nnlfnnwn nrntpin r Arat>idor>sis thalianal 


beq. INO • 




conT_ig ±jj 


91 ft^RR 1 R1 040 


J ilLU O L J-JUi 


enx70lT09743.hl 


Method 


"RT flQTY 


NCBI GI 


g4128133 


BLAST score 


254 


U 1 T73 1 no 

JL value 


a Oe-22 


Match length 


O / 


9- t -r^ +- 4 4- tt 

"6 laentiLy 


J J 


NCbi ijescripL.ion 


fainn^fififn HTHP-n-rrl nrn«!p 4 6-de*hvdratase rHomo saoiensl 


beg. wo. 




uonT-ig jlu 


91 R^R^ 1 R1 040 




Dxt 7 00*9 4 62 31 hi 






NCBI GI 


g4455338 


BLAST score 


289 


Hi vaiue 




4- i"*fVl "1 ^T"*/^4-Vl 

lYlaLCD, -Lcllyull 


X *± *4 


% identity 


47 


NCBI Description 


t 2iT 0 ^ ^ ^ 0 R ^ nnfa-h i iro nrntpi n r Ar^hl Hnrmi «? thalianal 
\r\liUOOOZO; pUUatlVc piULclU L^ix a.JJXU.U^Jo ±.o Liiaiiaiiaj 


Seq. No* 


JU o^o 


uontig iu 


91P^Q1 1 PlflAD 


O IUU5 L CjO 1 


U J 1 / Ji JO 


Method 


rsliAb i A 




rrl fifi^BI 7 
gx D DO O -L / 


BLAST score 


152 


E value 


1.0e-09 


ixiatcn lengun 


1 OR 

1UO 






NCBI Description 


(D87466) Similar to S.cerevisiae hypothetical protein L31 




(S59316) [Homo sapiens] 






Contig ID 


218682 1.R1040 


5' -most EST 


zhf700959510.hl 


C s*. s-r "Kin 

beq* No. 


jUujU 


Contig ID 


218694 1.R1040 


5' -most EST 


zhf700959525.hl 


Con 

b e q . ln o . 


JU OJl 


Contig id 


01 Q7QQ 1 T5lflAn 
ZlO / 03 l.KlUfiU 


5 '-most EST 


zhf700959683.hl 


Seq. No. 


30632 


Contig ID 


218809 1.R1040 


5 '-most EST 


zhf700959715.hl 



4695 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



30633 

218864_1.R1040 
jC-gmfl02220065dl2dl 

30634 

218891JL.R1040 
epx701106945.hl 

30635 

218931JL.R1040 

uC- gmf lminsoy 0 0 7 e 0 6b 1 

30636 

218945_1.R1040 

uC-gmrominsoy241g07bl 

BLASTX 

g2072986 

684 

5.0e-72 

182 
73 

(U95142) putative G-protein-coupled receptor [Arabidopsis 
thaliana] >gi_2072988 (U95143) putative G-protein-coupled 
receptor [Arabidopsis thaliana] 

30637 

219009JL.R1040 

jC-gmle01810071a01al 

BLASTX 

gl00226 

229 

7.0e-19 

103 

38 

hypothetical protein - tomato >gi_19275_emb_CAA78112__ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

30638 

219031J..R1040 

g4396000 

BLASTX 

gl707016 

157 

2.0e-10 

47 

62 

(U78721) cadmium-induced protein isolog [Arabidopsis 
thaliana] 

30639 

219034_1.R1040 
jC-gmst02400014e01al 

30640 

219048 1.R1040 



4696 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst02400032d01al 

BLASTX 

g4056421 

834 

1.0e-89 

183 

81 

(AC005322) Similar to gb_Z30094 basic transcripion factor 
2, 44 kD subunit from Homo sapiens. EST gb_W43325 comes 
from this gene. [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30641 

219064JL.R1040 

uC-gmrominsoy224g05bl 

BLASTX 

g4559384 

146 

5.0e-09 

112 

32 

(AC006526) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30642 

219139JL.R1040 
jC-gmfl02220103ellal 



Seq. No. 
Contig ID 
5' -most EST 



30643 

219147JL.R1040 
uC-gmflminsoy008d02bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30644 

219153_1.R1040 

jC-gmle01810010dl2al 

BLASTX 

g4006867 

168 

1.0e-ll 

72 

43 

(Z99707) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30645 

219168_1.R1040 
g5509222 



Seq. No. 
Contig ID 
5' -most EST 



30646 

219233_1.R1040 
zhf700960282.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30647 

219249JL.R1040 
rlr700898788.hl 



Seq. No. 
Contig ID 
5' -most EST 



30648 

219259_1.R1040 
leu701147216.hl 



4697 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No* 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30649 

219277JL.R1040 
zhf700960342.hl 

30650 

219284JL.R1040 

jC-gmst02400025a03al 

BLASTX 

g2832241 

505 

3.0e-51 

145 
50 

(AF030864) nonphototropic hypocotyl 1 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 



30651 

219302JL.R1040 
zhf700960376.hl 

30652 

219326JL.R1040 
leu701155385.hl 

30653 

219332_JL.R1040 
asn701134881.h2 

30654 

219338JL.R1040 

jC-gmle01810047e03al 

BLASTX 

g2113914 

149 

1.0e-09 

81 

21 

(Z95554) rpsA [Mycobacterium tuberculosis] 
30655 

219413_1.R1040 

zhf700960602.hl 

BLASTX 

g2661676 

161 

8.0e-ll 

100 

40 

(AL009199) hypothetical ATP/GTP binding protein 
[Streptomyces coelicolor] 

30656 

219413_2.R1040 
jC-gmfl02220114e02dl 

30657 

219483 1.R1040 



4698 



5 T -most EST 


zhf700960719.hl 


Method 


BLASTX 


NCBI GI 


g3608127 


BLAST score 


319 


E value 


3.0e-29 


Match length 


66 


% identity 


77 


NCBI Description 


(AC005314) unknown protein [Arabi< 


W ^ W * J- » v • 


30658 


font i a TD 


219487 1.R1040 


5 1 -most EST 


hrw701058931.hl 


Sea* No. 


30659 


Contia ID 


219489 1.R1040 


5 ' -most EST 


zhf 700960845. hi 


Method 


BLASTX 


NCBI GI 


g3367537 


BLAST score 


172 


E value 


9.0e-19 


Match length 


63 


% identity 


73 


NCBI Description 


(AC004392) Contains similarity to 



Fowlpox virus BamHI-orf7 protein homolog C18F10.7 gi_485107 
from Caenorhabditis elegans cosmid gbJJ00049. This gene is 
continued from unannotated gene on BAC F19K23 gb_AC000375. 
[Arabid 



Seq. No. 
Contig ID 
5 '-most EST 



30660 

219632JL.R1040 
zhf700960978.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30661 

219675_1.R1040 
asn701136803.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30662 

219695JL.R1040 

zhf700961072.hl 

BLASTX 

g3142303 

299 

4.0e-27 

114 

61 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L4937 9 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



30663 

219726JL.R1040 
jC-gmfl02220064b01dl 

30664 

219730JL.R1040 
jC-gmfl02220112c05dl 



4699 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2315983 

180 

5.0e-13 

148 

35 

(U82087) 
ruralis] 



calmodulin-like domain protein kinase [Tortula 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No* 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30665 

219741_1.R1040 
zhf700964314.hl 

30666 

219785_1.R1040 

jC-gmfl02220113e03al 

BLASTX 

g2244996 

439 

1.0e-43 

117 

31 

(297341) similarity to a membrane-associated salt-inducible 
protein [Arabidopsis thaliana] 

30667 

219792_1.R1040 
uC-gmrominsoy306d05bl 

30668 

219800_1.R1040 

zsg701129832.hl 

BLASTX 

gl00226 

355 

5.0e-34 

97 

71 

hypothetical protein - tomato >gi_19275__emb_CAA78112_ 
(212127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619j?rf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

30669 

219825JL.R1040 
jC-gmst02400043c08dl 

30670 

219868_1.R1040 

g5058245 

BLASTX 

g3786004 

267 

1.0e-27 

92 

70 

(AC005499) hypothetical protein [Arabidopsis thaliana] 



4700 



o 



Seq. No. 


30671 


Contig ID 


219916 2.R1040 


5 ' -most EST 


leu701153836.hl 




OJjaO J- /V 


NCBI GI 


g2905893 


BLAST score 


183 


E value 


6.0e-14 


Match length 


58 


% identity 


59 


NCBI Description 


(U66424) fimbrin-like 


Seq. No. 


30672 


Contig ID 


219934_1.R1040 


5' -most EST 


uC-gmf Iminsoyl00cl2bl 




BLASTX 


NCBI GI 


g4006913 


BLAST score 


388 


E value 


1.0e-37 


Match length 


100 


% identity 


80 


NCBI Description 


(299708) hypothetical 


Seq. No. 


30673" 


Contig ID 


219936 1.R1040 


5' -most EST 


kll701215367.hl 


Method 


BLASTN 




g^oo DUZO 


BLAST score 


47 


E value 


3.0e-17 


Match length 


107 


% identity 


86 


NCBI Description 


Arabidopsis thaliana 




MNF13 


Seq. No. 


30674 


Contig ID 


219939 1.R1040 


5 T -most EST 


zhf700961477.hl 


Mot - H nH 


RT.A^TX 
■D-LtriQ l A 


NCBI GI 


g3935187 


BLAST score 


515 


E value 


2.0e-52 


Tift — \ ^ /-t "L-i ~! Ok v*\ i^r4"* V* 

jyiaucn lengiin 


IJO 


% identity 


38 


NCBI Description 


(AC004557) F17L21.30 


Seq. No. 


30675 


Contig ID 


219982 1.R1040 


5 '-most EST 


zhf700961553.hl 


Seq. No. 


30676 


Contig ID 


220022 1.R1040 


5 '-most EST 


jC-gmst02400070allal 


Method 


BLASTX 


NCBI GI 


g!749686 


BLAST score 


274 


E value 


7.0e-24 



chromosome 5, PI clone 



[Arabidopsis thaliana] 



4701 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



180 
36 

(D89239) similar to Saccharomyces cerevisiae unknown, EMBL 
Accession Number 268194 [Schizosaccharomyces pombe] 

30677 

220038_1.R1040 
pmv700890656.hl 

30678 

220070_1.R1040 

leu701144949.hl 

BLASTX 

gl778145 

415 

8.0e-41 

123 

67 

(U66402) phosphate/phosphoenolpyruvate translocator 
precursor [Nicotiana tabacum] 

30679 

220205_1.R1040 

zhf700965015.hl 

BLASTX 

g4263822 

167 

9.0e-12 

84 
46 

(AC006067) putative receptor protein kinase [Arabidopsis 
thaliana] 

30680 

220246_2.R1040 
asn701134689.h2 

30681 

220248_1.R1040 

zhf700961933.hl 

BLASTX 

g2501011 

445 

3.0e-44 

147 

57 

ISOLEUCYL-TRNA SYNTHETASE ( ISOLEUCINE — TRNA LIGASE) (ILERS) 
>gi_1652625_dbj_BAA17545_ (D90907) isoleucyl-tRNA 
synthetase [Synechocystis sp.] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



30682 

220254_1.R1040 

zhf700961942.hl 

BLASTX 

g2266985 

220 

1.0e-34 



4702 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



94 

82 

(Y13943) MEtRS [Arabidopsis thaliana] 
30683 

220310J..R1040 

uC-gmflminsoy031c01bl 

BLASTX 

g4415942 

364 

9.0e-35 

134 

54 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
30684 

22031 9J..R1040 

fua701039125.hl 

BLASTX 

g2832629 

4 97 

5.0e-50 

174 

53 

(AL021711) 4-coumarate-CoA ligase - like [Arabidopsis 
thaliana] 

30685 

220344_2.R1040 
pxt700945686.hl 

30686 

220353JL.R1040 
zhf700962060.hl 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



30687 

220379JL.R1040 
dpv701101245.hl 

30688 

220424JL.R1040 

jC-gmst02400013a01al 

BLASTX 

g4220534 

404 

2.0e-39 

125 

67 

(AL035356) putative protein [Arabidopsis thaliana] 
30689 

220427_1.R1040 
zhf700962154.hl 



Seq. No. 
Contig ID 
5' -most EST 



30690 

220432_1.R1040 
jC-gmro02910039glldl 



4703 







Contig ID 


220438 1.R1040 


5 '-most EST 


zhf700962171.hl 


oeq. wo . 




Contig ID 


220448 1.R1040 


5 '-most EST 


2hf700962183.hl 


Seq, No. 


30693 


Contig ID 


220454 1.R1040 


5' -most EST 


2hf700962463.hl 


Seq. No. 


30694 


Contig ID 


220489 1.R1040 


5 f -most EST 


jC-gmle01810094f02al 


Method 


BLASTX 


NCBI GI 


g2497542 


BLAST score 


393 


E value 


9.0e-53 


Match length 


164 


% identity 


67 


NCBI Description 


PYRUVATE KINASE, CHL 



PLAST ISOZYME G PRECURSOR 

>gi_629696_pir S44287 pyruvate kinase, plastid - common 

tobacco >gi_482938_emb_CAA82223_ (Z28374) Pyruvate kinase; 
plastid isozyme [Nicotiana tabacum] 



Seq. No* 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30695 

220501_1.R1040 
pmv700891893.hl 

30696 

220508JL.R1040 

zhf700962260.hl 

BLASTX 

gl26306 

352 

3.0e-33 

179 

44 

TRIACYLGLYCEROL LIPASE PRECURSOR (LIPASE, GASTRIC) 

>gi_106904_pir S07145 triacylglycerol lipase (EC 3.1.1.3) 

precursor, gastric - human >gi_758063_emb_CAA29413_ 
(X05997) gastric lipase precursor [Hoxno sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30697 

220535_1.R1040 

uC-gmflminsoyll9e02bl 

BLASTX 

g3096930 

353 

3.0e-33 



74 

(AL023094) 
thaliana] 



Homeodomain - like protein [Arabidopsis 



4704 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30698 

220551JL.R1040 

zhf700962319.hl 

BLASTX 

g2642448 

204 

4.0e-16 

114 

46 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30699 

220610_1.R1040 

gsv701049810.hl 

BLASTX 

g3549652 

477 

3.0e-48 

104 

88 

(AJ224 982) MAP3K epsilon protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



30700 

220629_1.R1040 
lus701015830.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30701 

220642_1.R1040 
uC-gmropicG32e05bl 



Seq. No. 
Contig ID 
5 '-most EST 



30702 

220667JL.R1040 
zhf700962475.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30703 

220721_1.R1040 

zhf700962540.hl 

BLASTX 

g2655098 

263 

5.0e-23 

98 

46 

{AF023472) peptide transporter 



[Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 



30704 

220723_1.R1040 
fua701038983.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



30705 

220747_1.R1040 
zhf700962571.hl 
BLASTX 
g8 6129-9 



4705 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



248 

2.0e-21 ' 

107 

47 

(U28742) highly similar to alpha-adaptin (rat and mouse) 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5' -most EST 



30706 

220765_1.R1040 
dpv701096980.hl 



Seq. No. 
Contig ID 
5' -most EST 



30707 

220766JL.R1040 
epx701110249.hl 



Seq. No. 
Contig ID 
5' -most EST 



30708 

220819_1.R1040 
jC-gmst02400015hl2al 



Seq. No. 

Contig ID 
5 1 -most EST 



30709 

220859_1.R1040 
gsv701045933.hl 



Seq. No. 
Contig ID 
5' -most EST 



30710 

220860JL.R1040 
zhf700962718.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30711 

220918_1.R1040 
zhf700962796.hl 

30712 

220919JL.R1040 

zhf700962801.hl 

BLASTX 

g3135274 

169 

3.0e-12 
48 

(AC003058) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30713 

220930_1.R1040 

asn701138573.hl 

BLASTX 

gl881268 

190 

2.0e-14 

104 

40 

(AB001488) ATP- DEPENDENT RNA HELICASE DEAD HOMOLOG . 
[Bacillus subtilis] >gi_2632758_emb_CAB12265_ (Z99106) ^ 
similar to ATP-dependent RNA helicase [Bacillus subtxlis] 



Seq. No. 



30714 



4706 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



220955JL.R1040 
uC-gmronoir007g06bl 

30715 

220981_1.R1040 

g5058284 

BLASTX 

gl709347 

198 

2.0e-28 

135 

47 

SERINE/THREONINE-PROTEIN KINASE NRK2 (SERINE/THREONINE 
KINASE 2) >gi_348245 (L20321) protein serine/threonine 
kinase [Homo sapiens] >gi_4507277_ref_NP_003148 . l_pSTK2_ 
serine/threonine kinase 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



30716 

221054J..R1040 

leu701149692.hl 

BLASTX 

g3335359 

213 

6.0e-17 

97 

43 

(AC003028) unknown protein [Arabidopsis thaliana] 
30717 

221056_1.R1040 
zhf700962968.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



30718 

221077JL.R1040 
zhf700962990.hl 

30719 

221083_1.R1040 
f jg700968335.hl 

30720 

221133_1.R1040 

zhf700963053.hl 

BLASTX 

g4099835 

212 

6.0e-20 

72 

56 

(U90266) bifunctional nuclease [Zinnia elegans] 
30721 

221199_1.R1040 

uC-gmrominsoyO 8 8 dO 7bl 

BLASTN 

g3873174 

33 



4707 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



7.0e-09 

129 
81 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 

30722 

221220J..R1040 

zhf700964947.hl 

BLASTX 

gl086249 

338 

4.0e-32 

90 
70 

subtilisin-like protease - Alnus glutinosa 

>gi_757522_emb_CAA59964_ (X85975) subtilisin-like protease 
[Alnus glutinosa] 



Seq. No. 


30723 


Contig ID 


221222 1.R1040 


5' -most EST 


zhf700963158.hl 


Method 


BLASTX 


NCBI GI 


g4539460 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


108 


% identity 


4 


NCBI Description 


(AL049500) putative 


Seq. No. 


30724 


Contig ID 


221242 1.R1040 


5' -most EST 


zhf700963180.hl 


Method 


BLASTX 


NCBI GI 


gl711512 


BLAST score 


311 


E value 


1.0e-28 


Match length 


59 


% identity 


95 


NCBI Description 


SIGNAL RECOGNITION 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ITICLE 54 KD PROTEIN 2 (SRP54) 

__ ____38 signal recognition particle 54K 

protein - tomato (cv. UC82-B) >gi_556902_emb_CAA84288^ 
(Z34527) 54-kD signal recognition particle (SRP) specific 
protein [Lycopersicon esculentum] 

30725 

221353_1.R1040 

pxt700941791.hl 

BLASTX 

gl707019 

216 

1.0e-17 

114 

37 

(U78721) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



30726 



4708 



Contig ID 
5' -most EST 



221360_1.R1040 
zhf700963625.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



30727 

221367JL.R1040 
zhf700963334.hl 

30728 

221370JL.R1040 

jC-gmle01810093hl2dl 

BLASTX 

gl841468 

339 

8.0e-32 

87 

67 

(Y10990) Tyrosyl-tRNA synthetase 
30729 

221434_1.R1040 
zhf700963418.hl 



[Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



30730 

221469JL.R1040 

zhf700963457.hl 

BLASTX 

gl778015 

554 

9.0e-57 

217 

53 

(U59508) osmotic stress-induced proline dehydrogenase 
[Arabidopsis thaliana] 

30731 

221472_1.R1040 
uC-gmflminsoy028b06bl 

30732 

221487_1.R1040 
uC-gmropic073g07bl 

30733 

221501_1.R1040 

zhf700963596.hl 

BLASTX 

g2213884 

259 

2.0e-22 

91 

57 

(AF0041 66) 2-isopropylmalate synthase [Lycopersicon 
pennellii] 

30734 

221566_1.R1040 
zhf700963591.hl 



4709 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30735 

221576_1.R1040 

g5606666 

BLASTX 

g3004564 

193 

1.0e-14 

79 

52 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30736 

221590_1.R1040 

epx701106304.hl 

BLASTX 

g3269289 

152 

4.0e-10 

50 
64 

(AL030978) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30737 

221624__1.R1040 

jC-gmfl02220084fl2al 

BLASTX 

g2842496 

147 

2.0e-09 

32 

81 

(AL021749) NAM / CUC2 



-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30738 

221631JL.R1040 

zhf700964218.hl 

BLASTX 

g2979544 

238 

7.0e-20 

96 

47 

(AC003680) putative cytochrome P- 



450 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



30739 

221687JL.R1040 
zhf700963743.hl 



Seq. No. 
Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 



30740 

221730JL.R1040 

zhf700963803.hl 

BLASTX 

g4220461 

169 

9.0e-12 



4710 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 
37 

(AC006216) ESTs gb_T75642 and gb_AA650997 come from this 
gene. [Arabidopsis thaliana] 

30741 

221741JL.R1040 
leu701156407.hl 

30742 

221754JL.R1040 

uC-gmrominsoy061f llbl 

BLASTN 

g556421 

53 

6.0e-21 

113 
87 

Stylosanthes humilis cinnamyl alcohol dehydrogenase (CADI) 
mRNA, complete cds 

30743 

221773_1.R1040 

jC-gmle01810084d05al 

BLASTX 

g4249412 

582 

3.0e-60 

146 

76 

(AC006072) hypothetical protein [Arabidopsis thaliana] 
30744 

221801_1.R1040 

zhf700963882.hl 

BLASTX 

g2252836 

355 

5.0e-34 

95 

77 

(AF013293) contains weak similarity to S. cerevisiae BOB1 
protein (PIR:S45444) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30745 

221828_1.R1040 

zhf700963921.hl 

BLASTX 

g4206209 

320 

5.0e-30 

74 

80 

(AF071527) putative glucan synthase component [Arabidopsis 
thaliana] >gi_4263042__gb_AAD15311_ (AC005142) putative 
glucan synthase component [Arabidopsis thaliana] 



4711 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30746 

221845JL.R1040 

uC-gmropic099hl2bl 

BLASTX 

g2285885 

516 

1.0e-52 

118 

84 

(D89631) sulfate transporter [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30747 

221845_2.R1040 

jsh701063802.hl 

BLASTX 

g2285885 

407 

4.0e-40 

97 

79 

(D89631) sulfate transporter [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



30748 

221873JL.R1040 
uC-gmf Iminsoy077h05bl 



Seq. No. 
Contig ID 
5 '-most EST 



30749 

221884JL.R1040 
dpv701102641.hl 



Seq. No. 

Contig ID 
5' -most EST 



30750 

221915JL.R1040 
zhf700964031.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30751 

221943_1.R1040 

zhf700964063.hl 

BLASTX 

g2252840 

456 

3.0e-45 

202 

44 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P387 67) [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



30752 

221950JL.R1040 
uC-gmf lminsoy077gllbl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



30753 

222002J..R1040 

fua701043085.hl 

BLASTX 

g3250679 

282 

8.0e-26 



4712 



Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 ? -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



86 
64 

(AL024486) putative protein [Arabidopsis thaliana] 
30754 

222071JL.R1040 
uC-gmronoir030d08bl 

30755 

222081J..R1040 
zhf700964239.hl 

30756 

222132JL.R1040 
jC-gmfl02220108d01dl 

30757 

222148JL.R1040 

zhf700964326.hl 

BLASTX 

g2108252 

343 

2.0e-32 

123 

25 

(Y10228) P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA71276__ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 

30758 

222167JL.R1040 
fua701040929.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



30759 

222211J..R1040 
zhf700964402.hl 

30760 

222220 J.. R1040 

zsg701127981.hl 

BLASTX 

g629602 

476 

5.0e-92 

302 

58 

probable imbibition protein - wild cabbage 
>gi_488787_emb_CAA55893_ (X79330) putative imbibition 
protein [Brassica oleracea] 

30761 

222252JL.R1Q40 
zhf700964451.hl 



Seq. No. 
Contig ID 



30762 

222263 1.R1040 



4713 



# 



5 f -most EST 



zhf700964464.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



30763 

222273J..R1040 
zsg701123360.hl 

30764 

222292_1.R1040 

zhf700964501.hl 

BLASTX 

g3540181 

561 

7.0e-76 

203 

70 

(AC004122) Unknown protein [Arabidopsis thaliana] 
30765 

222300JL.R1040 

uC-gmropic!04h05bl 

BLASTN 

g2330650 

141 

2.0e-73 

377 

84 

Pisum sativum mRNA for topoisomerase II 
30766 

222338 JL.R1040 

zhf700964559.hl 

BLASTN 

g3786500 

33 

4.0e-09 

59 

3 

Caenorhabditis elegans cosmid T06A4 
30767 

222412JL.R1040 

zhf700964650.hl 

BLASTX 

g2642448 

161 

6.0e-ll 

131 
12 

(AC002391) hypothetical protein [Arabidopsis thaliana] 
>gi_3169187 (AC004401) hypothetical protein [Arabidopsis 
thaliana] 

30768 

222417JL.R1040 
zhf700964656.hl 



Seq. No. 



30769 



4714 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



222493_1.R1040 

asj700967309.hl 

BLASTX 

g728868 

197 

2.0e-15 

52 

69 

ANTER-SPECIFIC PROLINE-RICH PROTEIN APG (PROTEIN CEX) 

>gi_99824_pir S16748 proline-rich protein - rape 

(fragment) >gi_22597_emb_CAA42 924_ (X6037 6) proline-rich 
protein [Brassica napus] 

30770 

222514_1.R1040 

zhf700964776.hl 

BLASTX 

g2921340 

668 

7.0e-70 

201 

66 

(AF034134) MYB-like DNA-binding domain protein [Gossypium 
hirsutum] 



Seq. No. 


30771 


Contig ID 


222527 1.R1040 


5' -most EST 


leu701156718.hl 


Seq. No. 


30772 


Contig ID 


222546 1.R1040 


5 1 -most EST 


zhf700964815.hl 


Method 


BLASTX 


NCBI GI 


g3811347 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


62 


% identity 


47 


NCBI Description 


(AF065215) cytosolic phosph 


Seq. No. 


30773 


Contig ID 


222548 1.R1040 


5' -most EST 


jC-gmle01810082b01al 


Method 


BLASTX 


NCBI GI 


g3337366 


BLAST score 


339 


E value 


1.0e-31 


Match length 


122 


% identity 


26 


NCBI Description 


(AC004481) unknown protein 


Seq. No. 


30774 


Contig ID 


222569 1.R1040 


5 '-most EST 


jC-gmfl02220060c!2dl 


Method 


BLASTX 


NCBI GI 


g960289 


BLAST score 


415 



4715 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



2.0e-40 

104 

74 

(L34343) anthranilate synthase alpha subunit 
graveolens] 



[Ruta 



30775 

222674_1.R1040 

zhf700964974.hl 

BLASTX 

g2739385 

246 

5.0e-2i 

75 

63 

(AC002505) putative beta-1, 3-glucanase [Arabidopsis 
thaliana] 

30776 

222699J..R1040 
zhf700965008.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



30777 

222702_1.R1040 
uC-gmrominsoyl00b02bl 

30778 

222753JL.R1040 
uC-gmf Iminsoy036h05bl 

30779 

222809JL.R1040 
zhf700965140.hl 

30780 

222817_1.R1G40 

epx701107471.hl 

BLASTX 

gll72633 

485 

7.0e-49 

135 

67 

PROLIFERA PROTEIN >gi_6754 91 (L39954) contains MCM2/3/5 
family signature; PROSITE; PS00847; disruption leads to 
early lethal phenotype; similar to MCM2/3/5 family, most 
similar to YBR1441 [Arabidopsis thaliana] 

30781 

222827JL.R1040 

zhf700965161.hl 

BLASTX 

g4572671 

216 

2.0e-17 

75 
56 
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NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

30782 

222830_1.R1040 

jC-gmfl02220126dllal 

BLASTX 

g3341693 

151 

6.0e-10 

88 
38 

(AC003672) unknown protein [Arabidopsis thaliana] 
30783 

222830_2.R1040 
zhf700965166.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30784 

222843_1.R1040 
zhf700965182.hl 

30785 

222845JL.R1040 

zhf 700965184. hi 

BLASTN 

g2654107 

280 

1.0e-156 

528 

88 

Pisum sativum cytosine-5 DNA methyltransf erase mRNA, 
complete cds 



30786 

222853_1.R1040 

zhf700965201.hl 

BLASTX 

g3953457 

187 

5.0e-14 

72 
50 

(AC002328) F20N2, 



2 [Arabidopsis thaliana] 



30787 

222876_1.R1040 

zhf700965225.hl 

BLASTX 

g3024898 

400 

4.0e-39 

109 
6 9 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE KIAA0224 (HA4657) >gi_1504028_dbj_BAA13213_ 
(D86977) similar to putative ATP-dependent RNA helicase 



4717 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



K03H1.2 of C.elegans (S41025) [Homo sapiens] >gi_3123906 
(AF03839D pre-mRNA splicing factor [Homo sapiens] 

30788 

222891JL.R1040 

fC-gmro700565636z3 

BLASTX 

g2924516 

761 

2.0e-99 

234 
52 

(AL022023) WD-40 repeat protein (MSI3) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30789 

222891_2.R1040 

fC-gmro700565636r2 

BLASTX 

g3122389 

198 

9.0e-16 

53 

79 

WD-40 REPEAT PROTEIN MSI3 >gi__2394233 (AF016848) WD-40 
repeat protein [Arabidopsis thaliana] 

30790 

222912JL.R1040 

zhf700965271.hl 

BLASTX 

g3165536 

358 

2.0e-34 
83 
80 

(AF0 67608) 
score: 262 



similar to DEAD-box helicases (Pfam: DEAD . hmm, 
89) (Pfam: helicase_C . hmm, score: 76.21) 



Seq. No. 
Contig ID 



[Caenorhabditis elegans] 
30791 

222925_1.R1040 
g5678025 

30792 

222980JL.R1040 

all700863157.hl 

BLASTX 

g2739002 

172 

1.0e-12 

81 
37 

(AF022460) CYP83Dlp [Glycine max] 
30793 

223039 1.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmst02400072b08dl 

BLASTX 

g3874495 

242 

2.0e-20 

70 

66 

(Z92826) predicted using Genefinder; 
comes from this gene [Caenorhabditis 



cDNA EST EMBL:C09402 
elegans] 



Seq. No. 30794 

Contig ID 223177J. .R1040 

5* -most EST jC-gmle01810006b08dl 

Method BLASTX 

NCBI GI g4106395 

BLAST score 348 

E value 7.0e-33 

Match length 118 

% identity 58 . 
NCBI Description (AF073744) raffinose synthase [Cucumxs sativusj 



Seq. No. 30795 

Contig ID 223253_1 .R1040 

S'-most EST pmv700889558.hl 



Seq. No. 30796 

Contig ID 223334_1 . R1040 

5 T -most EST leu701152196.hl 

Method BLASTX 

NCBI GI g4 61735 

BLAST score 496 

E value 2.0e-50 

Match length 103 

% identity 97 

NCBI Description MITOCHONDRIAL CHAPERON IN HSP60-1 PRECURSOR 

>gi 478785_pir S29315 chaperonin 60 - cucurbit 

>gi~12544_emb_CAA50217_ (X70867) chaperonin 60 [Cucurbita 

sp. ] 

30797 

223368JL.R1040 
g4105688 
BLASTX 
g3790677 
249 

8.0e-35 

307 
35 

(AF099002) similar to human 5 T -nucleotidase (SW:P49902) 
[Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 30798 

Contig ID 223373J. . R1040 

5'-most EST jC-gmro02910006a09al 

Seq. No. 30799 

Contig ID 223463_1 . R1040 

4719 



5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



kll701214569.hl 



30800 

223518JUR1040 

pxt700942813.hl 

BLASTX 

g2980773 

148 

1.0e-09 

57 
27 

(AL022198) putative protein [Arabidopsis thaliana] 
30801 

223520_1.R1040 

crh700850473.hl 

BLASTX 

g2160163 

270 

5.0e-24 

70 

45 

(AC000132) No definition line found [Arabidopsis thaliana] 
30802 

223612_2.R1040 
pxt700942360.hl 

30803 

223620J..R1040 

crh700850690.hl 

BLASTN 

g4220643 

35 

4.0e-10 

51 

92 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MWD22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



30804 

223624_1.R1040 
jC-gmro02910062f05al 

30805 

223633JUR1Q40 
zsg701124347.hl 

30806 

223730JL.R1040 

uC-gmrominsoy095a06bl 

BLASTX 

g2244799 

430 

3.0e-42 

191 

46 
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NCBI Description (Z97336) carnitine racemase homolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30807 

223748JL.R1040 

crh700850888.hl 

BLASTX 

g3334489 

208 

9.0e-17 

67 
60 

DNA-DIRECTED RNA POLYMERASE I 190 KD POLYPEPTIDE 

>gi 827 99__pir JS0080 DNA-directed RNA polymerase (EC 

2.777.6) I 189K chain - fission yeast (Schizosaccharomyces 
pombe) >gi_173433 (M37411) RNA polymerase I largest subunit 
[ Schi zosaccharomyces pombe ] >gi__2 83288 6_emb_CAAl 6 8 2 7_ ^ 
(AL021730) dna-directed rna polymerase i 190 kd subunit 
[Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



30808 

223759JL.R1040 
zsg701124765.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30809 

223827_1.R1040 
crh700851110.hl 



Seq. No. 
Contig ID 
5' -most EST 



30810 

223833_1.R1040 
crh700851118.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30811 

223874JL.R1040 
crh700851178.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30812 

223880_1.R1040 
crh700851184.hl 



Seq. No. 
Contig ID 
5' -most EST 



30813 

223889_1.R1040 
crh700851202.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30814 

223893_1.R1040 
jC-gmro02800034c08al 

30815 

223931JL.R1040 

crh700851424.hl 

BLASTX 

g3377805 

168 

4.0e-17 

73 

59 

(AF075597) contains similarity to several apoptosis or 
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# 



Seq. No. 

Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



programmed cell death proteins such as rat apoptosis 
protein RP-8 (GB:M80601) [Arabidopsis thaliana] 
>gi_3912928_gb_AAC78712.1_ (AF001308) putative zinc finger 
protein [Arabidopsis thaliana] 

30816 

224061JL.R1040 
jC-gmle01810022f06dl 

30817 

224107_1.R1040 

crh700851516.hl 

BLASTX 

g3913425 

635 

2.0e-66 

144 

88 

PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

30818 

224227__1.R1040 

kll701215344.hl 

BLASTX 

g4454048 

285 

2.0e-25 

142 

44 

(AL035394) putative protein [Arabidopsis thaliana] 
30819 

224272_1.R1040 

crh700851772.hl 

BLASTX 

g3757515 

510 

7.0e-52 

146 

69 

(AC005167) hypothetical protein [Arabidopsis thaliana] 
30820 

224315JL.R1040 
crh700851837.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



30821 

224329_1.R1040 

crh700851896.hl 

BLASTN 

g4519195 

59 

1.0e-24 

175 
83 
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NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MQC12, complete sequence 



Seq. No. 30822 

Contig ID 224343_1 . R1040 

5 '-most EST fC-gmse700851887f 1 

Method BLASTX 

NCBI GI g4164145 

BLAST score 451 

E value 7.0e-45 

Match length 158 

% identity 54 . 
NCBI Description (AB012205) gibberelin 3beta-hydroxylase [Lactuca sativaj 

30823 

224366_1.R1040 
crh700856137.hl 
BLASTX 
g3004555 
317 

3.0e-29 
136 
5 

(AC003673) similar to salt inducible protein [Arabidopsxs 
thaliana] 

30824 

224375JL.R1040 
crh700852006.hl 
BLASTN 
g2104682 
81 

8.0e-38 
245 
84 

V.faba mRNA for putative transciption factor (2861bp) 

Seq. No. 30825 

Contig ID 224379JL . R1040 

5' -most EST fC-gmse700851947f 1 

Method BLASTX 

NCBI GI g2652938 

BLAST score 521 

E value 4.0e-53 

Match length 132 

% identity 47 

NCBI Description (Z47554) orf [Zea mays] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



30826 

224413JL.R1040 

gsv701049938.hl 

BLASTX 

g3183347 

249 

8.0e-21 

178 

35 
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NCBI Description 



HYPOTHETICAL 48.5 KD PROTEIN C23C11.04C IN CHROMOSOME I 
>gi_2330768_emb_CAB11157_ (Z98559) SPAC23C11 . 04c; 
len:421aa / similar eg. to C. elegans Q19683, F21D5.5, 
(250aa), fasta scores, opt:395, £0:1.16-32, (41.7% 
identity in 223 aa overlap) also similar eg. to YMR156C, 
YM31 YEAST, Q03796, hypothetical 27.4 kd 



Seq. No. 
Contig ID 
5 '-most EST 



30827 

224473_1.R1040 
pxt700943889.hl 



Seq. No. 

Contig ID 
5' -most EST 



30828 

224498__1.R1040 
crh700852121.hl 



Seq. No. 

Contig ID 
5 '-most EST 



30829 

224510_1.R1040 
crh700852272.hl 



Seq. No. 
Contig ID 
5' -most EST 



30830 

224522J..R1040 
fua701037333.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30831 

224546_1.R1040 

uC-gmflminsoy043dllbl 

BLASTX 

gll30682 

498 

1.0e-50 

118 

77 

(Z46959) acetohydroxyacid synthase [Gossypium hirsutum] 



Seq. No. 
Contig ID 
5' -most EST 



30832 

224569_1.R1040 
k!1701206318.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30833 

224580J..R1040 

fC-gmse700852258fl 

BLASTX 

g3980380 

493 

4.0e-59 

151 

81 

(AC004561) putative enolase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



30834 

224600_1.R1040 

crh700852284.hl 

BLASTX 

g4263791 

504 

3.0e-51 
137 
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% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



64 

(AC006068) putative receptor protein kinase [Arabidopsis 
thaliana] 

30835 

224708_1.R1040 
epx701109365.hl 

30836 

224713JL.R1040 

fC-gmse700852469fl 

BLASTX 

g2497752 

320 

1.0e-29 

116 

53 

NONSPECIFIC LIPID-TRANSFER PROTEIN 1 PRECURSOR (LTP 1) 
>gi_1321911_emb_CAA65475_ (X96714) lipid transfer protein 
[Prunus dulcis] 

30837 

224742_1.R1040 
rlr700901185.hl 

30838 

224744JL.R1040 
uC-gmropic016a07bl 

30839 

224806JL.R1040 
crh700852610.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



30840 

224846_1.R1040 
fC-gmro700844279d3 

30841 

224900_1.R1040 

leu701155145.hl 

BLASTX 

g3080375 

496 

3.0e-50 

124 

75 

(AL022580) putative protein [Arabidopsis thaliana] 
30842 

224907_1.R1040 
crh700852746.hl 



Seq. No. 
Contig ID 
5' -most EST 



30843 

224964J..R1040 
fC-gmse700839629gl 



Seq. No. 



30844 
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Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



224998JL.R1040 
uC-gmrominsoy315b09bl 

30845 

225100JL.R1040 

fC-gmse700852993al 

BLASTX 

g2245136 

503 

4.0e-51 

111 
74 

(Z97344) trehalose-6-phosphate synthase homolog 
[Arabidopsis thaliana] 

30846 

225200_1.R1040 

kll701207083.hl 

BLASTX 

g4538928 

156 

2.0e-10 

37 

81 

(AL049483) putative protein [Arabidopsis thaliana] 
30847 

225226_1.R1040 
pmv700888944.hl 

30848 

225254_1.R1040 
gsv701052672.hl 

30849 

225292_1.R1040 

crh700853334.hl 

BLASTX 

g2244986 

257 

2.0e-22 

94 

28 

(Z97340) FCA gamma [Arabidopsis thaliana] 
30850 

225297JL.R1040 
crh700853339.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30851 

225363_1.R1040 
crh700853454.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



30852 

225390_1.R1040 

crh700853504.hl 

BLASTN 



4726 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



g2330648 
154 

5.0e-81 

321 

88 

Pisum sativum mRNA for topoisomerase I 
30853 

225444_1.R1040 
45n701142024.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



30854 

225466JL.R1040 

fC-gmse700853718al 

BLASTX 

g3860250 

213 

7.0e-17 

67 

63 

(AC005824) putative chloroplast prephenate dehydratase 
[Arabidopsis thaliana] 

30855 

225530_1.R1040 
jC-gmst02400051a07dl 

30856 

225584_1.R1040 

crh700853988.hl 

BLASTX 

g2129662 

202 

1.0e-21 

75 

75 

ovule-specific homeotic protein homolog A20 - Arabidopsis 
thaliana >gi_1881536 (U37589) A20 [Arabidopsis thaliana] 

30857 

225642_1.R1040 
crh700854105.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



30858 

225674_1.R1040 

jC-gmle01810067e07dl 

BLASTX 

g3819699 

259 

3.0e-22 

109 

52 

(AJ009609) BnMAP4K alpha2 [Brassica napus] 
30859 

225722JL.R1040 
uC-gmropic070ellbl 
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Seq. No. 
Contig ID 
5 '-most EST 



30860 

225738_1.R1040 
crh700854306.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30861 

225747JL.R1040 
crh700854318.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



30862 

225787JL.R1040 
crh700854410.hl 

30863 

225837_1.R1040 

fC-gmse700854493al 

BLASTX 

g4098647 

382 

9.0e-37 

94 

76 

(U80668) homo gent is ate 1, 2-dioxygenase [Arabidopsis 
thaliana] 

30864 

225845_1.R1040 
crh700854505.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



30865 

225882_1.R1040 
crh700854563.hl 

30866 

225890_1.R1040 

leu701156924.hl 

BLASTX 

g4454018 

224 

3.0e-18 

101 

48 

(AL035396) SRGl-like protein [Arabidopsis thaliana] 
30867 

225892JL.R1040 
jC-gmfl02220144d07al 

30868 

225920_1.R1040 
crh700854630.hl 



Seq. No. 
Contig ID 
5' -most EST 



30869 

226016JL.R1040 
g4291148 



Seq. No. 



30870 



4728 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



226018JL.R1040 

gsv701054582.hl 

BLASTX 

g688423 

122 

3.0e-ll 

90 

41 

(D26453) tumor-related protein [Nicotiana glauca X 
Nicotiana langsdorf f ii] 



Seq. No. 
Contig ID 
5' -most EST 



30871 

226047_1.R1040 
leu701155547.hl 



Seq. No. 
Contig ID 
5' -most EST 



30872 

226056_1.R1040 
crh700854933.hl 



Seq. No. 
Contig ID 
5" -most EST 



30873 

226077_1.R1040 
g5606449 



Seq. No. 
Contig ID 
5' -most EST 



30874 

226077_2.R1040 
gsv701046666.hl 



Seq. No. 
Contig ID 
5' -most EST 



30875 

226092J..R1040 
crh700855006.hl 



Seq. No. 

Contig ID 
5 '-most EST 



30876 

226104JL.R1040 
crh700855024.hl 



Seq. No. 
Contig ID 
5' -most EST 



30877 

226218_1.R1040 
crh700855435.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30878 

226277JL.R1040 

kll701206295.hl 

BLASTX 

g4325342 

238 

3.0e-20 

89 

58 

(AF128393) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



30879 

226372_1.R1040 

fC-gmse700855772al 

BLASTX 

g3822223 

562 

6.0e-58 



4729 



# 



Match length 

% identity 

NCBI Description 



142 
73 

(AF077955) branched-chain alpha keto-acid dehydrogenase El 
alpha subunit [Arabidopsis thaliana] 



Seq. No. 


30880 


Contig ID 


226380 1.R1040 




crh700855811.hl 


Qan Kin 
• LNU • 


30881 


pAnf i rr T Pi 

ooncxy -ljj 


226414 1 R1040 


R T — mn«?t- F^T 


gsv701056785.hl 




30882 


Pont - i rr TD 


226476 1.R1040 


R i _Tnnof F<3T 
O IlLUbt i-iO 1 


rrh700856007 .hi 


Seq. No. 


30883 




226506 1.R1040 


c; i _rno<=:t- F^T 


rrh70085608 8 .hi 


Method 


BLASTX 


NCBI GI 


g4468984 


l3.LiR.Ol oUUIc 




E value 




jyiaL.cn lenytii 


1 07 


% identity 




wldi Description 


f zvT.o*}RfiOS^ mitative orotein [Arabidopsis thaliana] 


oeq. wo. 


JUOO 1 * 


-ri -I— -J Tn 

uontiig iu 


996^10 1 040 


5 -most EST 


3 0 gmrouzouuu ftzcu ^ui 


Seq. No. 


30885 


L-OnT-iy 1U 


996S94 1 R1040 


C 1 mAcf "COT 

o -most. Hjoi 


-lT-runl p*01 R1 0002pOSdl 


Method 


■RT.A^TX 

JDJ_LrVO ± a 






DijH.01 secure 


9^4 


E value 




Match length 


3 0 


"5 -LUfcillL JL Ly 


71 


NCBI Description 


/7i^ , ^^ E ^PQ^^^ nnVnnum nT*ol"^"l n f Arabidoos is thalianal 


Seq. No. 


30886 


r* rvn f ■! /T T Pi 




O IttOS L HiO-L 


-ir-rmifT0 9 9900fi8p0^al 




BLASTX 


NCBI GI 


g2281090 


BLAST score 


437 


E value 


2.0e-43 


Match length 


114 


% identity 


76 


NCBI Description 


(AC002333) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


30887 


Contig ID 


226756 1.R1040 


5 '-most EST 


jC-gmst02400067dl0dl 



4730 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



30888 

226773_1.R1040 
uC-gmropicl 0 5h0 6bl 

30889 

226783JL.R1040 
jC-gmle01810046b08dl 

30890 

226821JL.R1040 
g5752647 

30891 

226858_1.R1040 

jC-gmst02400073f08al 

BLASTX 

g3395440 

392 

2.0e-43 

138 

65 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
30892 

226866_1.R1040 

uC-gmflminsoy065b03bl 

BLASTX 

g2623296 

367 

5.0e-35 

150 

52 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
30893 

226877_1.R1040 
jC-gmst02400023c07al 

30894 

226881_1.R1040 

pmv700888211.hl 

BLASTX 

g2435522 

537 

4.0e-55 

127 

74 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 

30895 

226885_1.R1040 

pmv700888216.hl 

BLASTX 

g4263795 

156 



4731 



# 



E value 
Match length 
% identity 
NCBI Description 



5.0e-12 

58 

66 

(AC006068) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30896 

226934_1.R1040 

jC-gmst02 400033gl0dl 

BLASTX 

gl711618 

263 

2.0e-36 

132 

61 

LOW AFFINITY SULPHATE TRANSPORTER 
low affinity sulphate transporter 
>gi_607188_emb_CAA57831_' (X82454) 
transporter [Stylosanthes hamata] 



3 >gi_1085993_pir S51765 

- Stylosanthes hamata 
low affinity sulphate 



Seq. No. 


30897 


Contig ID 


226960 1.R1040 


5' -most EST 


jC-gmle01810053e09al 


Method 


T">T 7\ c mv 

BLASTX 


NCBI GI 


g4335734 


BLAST score 


362 


E value 


3.0e-34 


Match length 


185 


% identity 


42 


jn^di Description 


\r\\^\J\J 1 0^'±O } pULdLlvc OalIUOu.UJ-111 ["■^o^-'-^P^-*-" Lilci-L-La.ij.ci, J 


Seq. No. 


30898 


Contig ID 


226961 1.R1040 


5' -most EST 


pmv700888312.hl 


Seq. No. 


30899 


Contig ID 


226967 1.R1040 


5 '-most EST 


jC-gmst02400025f05al 


Method 


BLASTX 


NCBI GI 


g4220462 


BLAST score 


903 


E value 


1.0e-97 


Match length 


211 


% identity 


84 


NCBI Description 


(AC006216) Strong similarity to gb_Z50851 HD-zip (athb- 




gene from Arabidopsis thaliana containing Homeobox PF_ 




and bZIP PF_00170 domains. [Arabidopsis thaliana] 


Seq. No. 


30900 


Contig ID 


226977 1.R1040 


5 T -most EST 


pmv700890884.hl 


Seq. No. 


30901 


Contig ID 


226981 1.R1040 


5 '-most EST 


pmv700888336.hl 



Seq. No. 



30902 
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Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



227026_1.R1040 
pmv700892102.hl 

30903 

227040_2.R1040 
pmv700888509.hl 

30904 

227045J..R1040 
pmv700888414.hl 



30905 

227057JL. 

g4284686 

BLASTX 

g!755192 

201 

5.0e-26 

95 
66 

(U75207) 



R1040 



germin-like protein [Arabidopsis thaliana] 



30906 

227060JL.R1040 
uC-gmropic018d03bl 

30907 

227081_1.R1040 

jsh701069769.hl 

BLASTX 

g!703376 

297 

3.0e-27 

67 

85 

ADP-RIBOSYLATION FACTOR 
ADP-ribosylation factor 



1 >gi_4 80121j?ir S36453 

1 - potato >gi_396808_emb_CAA524 68_ 



Seq. No. 
Contig ID 



(X74461) ADP-ribosylation factor 1 [Solanum tuberosum] 
30908 

227097J..R1040 
pmv700888489.hl 

30909 

227101_1.R1040 

pmv700888494.hl 

BLASTN 

g429107 

100 

4.0e-49 

248 

85 

L.esculentum S-adenosyl-L-methionine synthetase mRNA, 
complete CDS 

30910 

227192 1.R1040 



4733 



5 ' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



jC-gmfl02220089a09dl 
30911 

227194JL.R1040 
leu701155561.hl 

30912 

227202JL.R1040 
jC-gmst02400034g02d2 

30913 

227289_1.R1040 
pmv700888746.hl 

30914 

227328JL.R1040 

pmv700888821.hl 

BLASTX 

g4249411 

210 

1.0e-16 

42 

93 

(AC006072) unknown protein [Arabidopsis thaliana] 
30915 

227329_1.R1040 
pmv700888822.hl 

30916 

227360JL.R1040 
leu701154547.hl 

30917 

227369_1.R1040 

uC-gmropic007hllbl 

BLASTX 

gl076315 

172 

3.0e-12 

101 

40 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_emb_CAA607 94_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 

30918 

227373_1.R1040 
pmv700888873.hl 

30919 

227387_1.R1040 
rlr700896045.hl 



Seq. No. 

Contig ID 



30920 

227421 1.R1040 



4734 



5 T -most EST pmv700888935 .hi 

Method BLASTX 

NCBI GI g4539369 

BLAST score 189 

E value 4.0e-14 

Match length 65 

% identity 62 

NCBI Description (AL049525) putative protein [Arabidopsis thaliana] 

Seq. No. 30921 

Contig ID 227423_1.R1040 

5' -most EST jC-gmle01810031a08dl 

Seq. No. 30922 

Contig ID 227431_1 .R1040 

5' -most EST uC-gmropic034h09bl 

Method BLASTX 

NCBI GI g3548802 

BLAST score 502 

E value 6.0e-51 

Match length 146 

% identity 63 

NCBI Description (AC005313) axi 1-like protein [Arabidopsis thaliana] 

>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 

Seq. No. 30923 

Contig ID 227446__1 .R1040 

5' -most EST pmv700888964.hl 

Method BLASTX 

NCBI GI g3522956 

BLAST score 238 

E value 2.0e-22 

Match length 88 

% identity 58 

NCBI Description (AC004411) putative pectinacetylesterase precursor 
[Arabidopsis thaliana] 

Seq. No. 30924 

Contig ID 227451JL . R1040 

5' -most EST f C-gmro700869490f 2 

Method BLASTX 

NCBI GI gl703318 

BLAST score 4 83 

E value 2.0e-48 

Match length 119 

% identity 77 

NCBI Description ANNEXIN-LIKE PROTEIN RJ4 >gi_1362037_pir S5667 4 annexm 

homolog RJ4 (clone RJ4) - garden strawberry (fragment) 
>gi_643076 (U19941) annexin [Fragaria x ananassa] 

Seq. No. 30925 

Contig ID 227452_1 . R1040 

5' -most EST pmv700888972.hl 

Method BLASTX 

NCBI GI g2494231 

BLAST score 182 



4735 



E value 
Match length 
% identity 
NCBI Description 



7.0e-14 

89 
47 

TRANSCRIPTION FACTOR E2F5 (E2F-5) >gi_2137276_pir 148338 

E2F-5 - mouse >gi_806572_emb_CAA60508_ (X86925) E2F-5 [Mus 
mus cuius] 



Seq. No. 

Contig ID 
5 '-most EST 



30926 

227471_1.R1040 
pxt700944495.hl 



Seq. No. 
Contig ID 
5 1 -most EST 



30927 

227472J..R1040 
pmv700888994.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30928 

227528JL.R1040 

pxt700942665.hl 

BLASTX 

gl420936 

1002 

1.0e-109 

237 

76 

(U61396) 
complete 



Vigna unguiculata aspartic proteinase mRNA, 
cds. [Vigna unguiculata] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30929 

227532__1.R1040 

asn701134848.h2 

BLASTX 

g3386605 

168 

5.0e-22 

86 

57 

(AC004 665) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -mo st EST 



30930 

227551J..R1040 
pmv700889088.hl 



Seq. No. 
Contig ID 
5' -mo st EST 



30931 

227554_1.R1040 
pxt700941410.hl 



Seq. No. 
Contig ID 
5' -most EST 



30932 

227589J..R1040 
jC-gmle01810049a08dl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



30933 

227602JL.R1040 

pmv700889151.hl 

BLASTX 

gl742955 

667 

4.0e-70 



4736 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



202 
67 

(Z71446) CLC-b chloride channel protein [Arabidopsis 
thaliana] 



30934 

227643_1.R1040 

rlr700898408.hl 

BLASTX 

g584861 

159 

7.0e-ll 

57 

54 

CYTOCHROME P450 
>gi__480396_pir 



71A2 (CYPLXXIA2) (P-450EG4) 
_ _ S36806 cytochrome P450 71A2 - eggplant 

>gi~408140~emb_CAA50645_ (X71654) P450 hydroxylase [Solanum 
melongena] >gi_441185_dbj_BAA03635_ (D14990) Cytochrome 
P-450EG4 [Solanum melongena] 

30935 

227697JL.R1040 
jC-gmst02400036elld2 

30936 

227708_1.R1040 
jC-gmst02400006flOdl 

30937 

227723JL.R1040 

fC-gmro7 00869757f5 

BLASTX 

g2511693 

608 

6.0e-63 
170 
62 

(Z99954) cysteine proteinase precursor 
30938 

227731_1.R1040 
kll701214248.hl 

30939 

227737_1.R1040 
uC-gmrominsoy247f 08bl 

30940 

227742_1.R1040 
pmv700889626.hl 

30941 

227747JL.R1040 
pmv700893691.hl 
BLASTX 
g3892057 
252 



[Phaseolus vulgaris] 



4737 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-22 

69 

32 

(AC002330) hypothetical protein [Arabidopsis thaliana] 
30942 

227769_1.R1040 

pmv700889360.hl 

BLASTX 

g3258569 

465 

1.0e-46 

121 

79 

(U89959) Similar to yeast general negative regulator of 
transcription subunit 1 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Ipomoea nil] 



30943 

227797_1.R1040 

pmv700889393.hl 

BLASTX 

g3327271 

231 

3.0e-19 

100 

52 

(AB016000) PKn2 
30944 

227918_1.R1040 
g4300792 



30945 

227960JL.R1040 

jC-gmro02910047b01al 

BLASTX 

g4490300 

430 

2.0e-42 

121 

73 

(AL035678) putative protein [Arabidopsis thaliana] 



30946 

227989_1.R1040 

pxt700940986.hl 

BLASTX 

gl360090 

300 

2.0e-27 

106 

60 

(X95576) ClC-Ntl 



[Nicotiana tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



30947 

228004_1.R1040 
leu701154017.hl 



4738 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30948 

228031_1.R1040 

fC-gmro700870127f3 

BLASTX 

g3269291 

417 

8.0e-41 

181 

49 

(AL030978) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



30949 

228040_1.R1040 
gsv701054529.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30950 

228042JL.R1040 

fC-gmro700870195a4 

BLASTX 

g2853078 

147 

4.0e-09 

161 

19 

(AL021768) TMV resistance protein N-like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30951 

228046_1.R1040 

pmv700889742.hl 

BLASTX 

g2914698 

388 

8.0e-40 
190 

45 

(AC003974) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



30952 

228054_1.R1040 
dkc700968025.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30953 

228054_2.R1040 
jsh701064341.hl 



Seq. No. 
Contig ID 
S'-most EST 



30954 

228054_3.R1040 
pxt700942158.hl 



Seq. No. 
Contig ID 
S'-most EST 



30955 

228064_1.R1040 
hrw701063230.hl 



Seq. No. 



30956 



4739 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228066_1.R1040 
pmv700889774.hl 

30957 

228121_1.R1040 

epx701106844.hl 

BLASTX 

g3695019 

287 

6.0e-26 

97 

57 

(AF055848) subtilisin-like protease [Arabidopsis thaliana] 
30958 

228141J..R1040 
jC-gmle01810063e05al 



30959 

228145_1.R1040 

fC-gmle700870650f3 

BLASTX 

g2129698 

669 

2.0e-93 

219 

79 

protein kinase ATN1 (EC 2. 
>gi_l 05463 3_emb_CAA 6 3 3 8 7_ 
[Arabidopsis thaliana] 



7.1.-) - Arabidopsis thaliana 
(X92728) protein kinase 



Seq. No. 
Contig ID 
5' -most EST 



30960 

228152_1.R1040 
jC-gmst02400005g06al 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



30961 

228155JL.R1040 
jC-gmro02910004e07al 



30962 

228157JL.R1040 

pmv700889894.hl 

BLASTX 

g3935181 

184 

4.0e-20 

60 

83 

(AC004557) F17L21, 



24 [Arabidopsis thaliana] 



30963 

228167_1.R1040 

pmv700889912.hl 

BLASTX 

g2832661 

323 

4.0e-30 



4740 



Match length 

% identity 

NCBI Description 



1> 



116 
59 

(AL021710) 
thaliana] 



pherophorin - like protein [Arabidopsis 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



30964 

228182_1.R1040 
pmv700889931.hl 

30965 

228189JL.R1040 
pxt700943687.hl 

30966 

228211JL.R1040 
fua701037866.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 



30967 

228351_1.R1040 
rlr700899917.hl 

30968 

228353_1.R1040 

uC-gmf IminsoyO 4 3h0 9bl 

BLASTX 

g2498329 

435 

4.0e-43 

139 

63 

PATTERN FORMATION PROTEIN EMB30 >gi_2129665_pir S65571 

pattern-formation protein GNOM - Arabidopsis thaliana 
>gi_1209633 (U36433) GNOM gene product [Arabidopsis 
thaliana] >gi_1335997 (U56140) similar to the Saccharomyces 
cerevisiae Sec7 protein, GenBank Accession Number J03918 
[Arabidopsis thaliana] >gi_1335999 (U56141) similar to the 
Saccharomyces cerevisiae Sec7 protein, GenBank Accession 
Number J03918 [Arabidopsis thaliana] 

30969 

228366JL.R1040 
uC-gmflminsoy035g07bl 

30970 

228375_1.R1040 

uC-gmropic045h04bl 

BLASTX 

g3695059 

531 

3.0e-54 

155 
70 

(AF064787) rac GTPase activating protein 1 [Lotus 
japonicus] 

30971 

228393 1.R1040 



4741 



# 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy277g05bl 

BLASTX 

g4218120 

231 

5.0e-19 
144 
35 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



30972 

228398J..R1040 

jC-gmst02400044f01al 

BLASTX 

gl350783 

667 

8.0e-70 

321 

48 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_2842492_emb_CAA16889_ (AL021749) receptor-like protein 
kinase 5 precursor { RLK5 ) [Arabidopsis thaliana] 



30973 

228435_1.R1040 

fC-gmle700871051f3 

BLASTX 

g4539383 

379 

9.0e-37 

93 

76 

(AL035526) putative protein (fragment) 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30974 

228442J..R1040 
jC-gmst02400047d09al 

30975 

228471JL.R1040 
pmv700892204.hl 

30976 

228489_1.R1040 

pmv700892264.hl 

BLASTX 

g4115563 

268 

2.0e-26 

82 

71 

(AB013598) UDP-glucose:anthocyanin 5-O-glucosyltransf erase 
[Verbena x hybrida] 



4742 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30977 

228491_1.R1040 

pmv700890335.hl 

BLASTX 

g3258575 

225 

2.0e-22 

79 

71 

(U89959) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



30978 

228499_1.R1040 
pmv700892214.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30979 

228503_1.R1040 
pmv700892258.hl 



Seq. No. 
Contig ID 
5' -most EST 



30980 

228506_1.R1040 
pmv700890392.hl 



Seq. No. 
Contig ID 
5 '-most EST 



30981 

228509J..R1040 
kll701203832.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30982 

228524_1.R1040 

pmv700892272.hl 

BLASTX 

gl865677 

326 

8.0e-31 

74 

76 

(Y08568) trehalose-6-phosphate synthase 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30983 

228578_1.R1040 

gsv701052775.hl 

BLASTX 

g2578818 

168 

7.0e-12 

75 
51 

(AB000121) TBPIP [Mus musculus] 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



30984 

228691_1.R1040 

jC-gmst02400011b05dl 

BLASTX 

g3327178 

224 



4743 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-18 

139 
15 

(AB014582) KIAA0682 protein [Homo sapiens] 
30985 

228736_1.R1040 
pmv700890653.hl 

30986 

228747JL.R1040 

uC-gmflminsoy030g05bl 

BLASTX 

g4522005 

193 

1.0e-19 

125 

43 

(AC007069) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



30987 

228774_1.R1040 
pmv700890711.hl 

30988 

228780JL.R1040 
jC-gmle01810022dl2dl 

30989 

228784_1.R1040 
jC-gmst02400054el2al 

30990 

228875_1.R1040 
uC~gmropic059g07bl 

30991 

228929_1.R1040 

uC-gmropic059h02bl 

BLASTX 

g3695019 

277 

1.0e-24 

101 
54 

(AF055848) subtilisin-like protease [Arabidopsis thaliana] 
30992 

228979J..R1040 

fC-gmfl700898910fl 

BLASTX 

g629722 

227 

2.0e-18 

188 

37 



4744 



NCBI Description 



finger protein pcpl - potato >gi_563623_emb_CAA57772_ 
(X82328) putative DNA/RNA binding protein [Solanum 
tuberosum] 



dorr XTr* 


O \J z? z> o 




229088 1 R1040 
















nmv7008"91126 hi 


Seq. No. 


30995 


Contig ID 


229117_1.R1040 










NCBI GI 


g2104534 


BLAST score 


596 


E Vcilus 




ixiaucu lenyLii 


1 9Q 


15 lucIlLl Ly 


O i 


NCBI Description 


(AhuUijUoj nypounenca-L prone 


beq. NO. 




Lontig iu 


ooqi ti i Din/in 


o ~mosr HibJ. 


K_L± / UlilJOUy •111 




^0997 


Contig ID 


229150 1.R1040 


5' -most EST 


zsg701124540.hl 


Method 


BLASTX 


NCBI GI 


g3880026 


BLAST score 


277 


E value 


1.0e-25 


Match length 


101 


% identity 


55 


NCBI Description 


(Z75550) Similarity with Schi 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 



gene (TREMBL ID G847708); cDNA EST EMBL:M89418 comes from 
this gene [Caenorhabditis elegans] 

30998 

229155JL.R1040 

asn701133270.hl 

BLASTX 

g3763933 

715 

1.0e-75 

187 

85 

(AC004450) unknown protein [Arabidopsis thaliana] 
30999 

229165_1.R1040 
pmv700891209.hl 

31000 

229271 1.R1040 



4745 



5' -most EST 



g4284566 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31001 

229294_1.R1040 

pmv700891358.hl 

BLASTX 

g2827528 

333 

6.0e-31 

108 
64 

(AL021633) predicted protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31002 

229303J..R104G 

kll701202962.hl 

BLASTX 

gl747310 

158 

2.0e-17 

73 
73 

(D58424) Myb-like DNA binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31003 

229314JL.R1040 
zsg701118417.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31004 

229330JL.R1040 
dpv701101822.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31005 

229365J..R1040 

pmv700891445.hl 

BLASTX 

g2098709 

426 

4.0e-42 

118 

68 

(U82975) pectinesterase 



[Citrus sinensis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31006 

229382JL.R1040 

pmv700891466.hl 

BLASTX 

g3184285 

143 

5.0e-09 

49 

55 

(AC004136) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



31007 

229425 1.R1040 



4746 



# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dpv701100873.hl 

BLASTX 

g4115384 

459 

4.0e-46 

106 

79 

(AC005967) unknown protein [Arabidopsis thaliana] 
31008 

229445_1.R1040 

pmv700891569.hl 

BLASTX 

g3786021 

191 

1.0e-14 

66 

58 

(AC005499) hypothetical protein [Arabidopsis thaliana] 
31009 

229465J..R1040 

fC-gmle700872274f7 

BLASTX 

g2760839 

756 

4.0e-86 

252 

67 

(AC003105) putative receptor kinase [Arabidopsis thaliana] 
31010 

229503_1.R1040 

jC-gmst02400001b07al 

BLASTX 

g2827143 

286 

6.0e-26 

64 

72 

(AF027174) cellulose synthase catalytic subunit 
[Arabidopsis thaliana] 

31011 

229607_1.R1040 
jC-gmro02910024g02dl 

31012 

229643JL.R1040 

jC-gmro02910048b02al 

BLASTX 

g3360289 

164 

3.0e-ll 

54 

54 

(AF023164) leucine-rich repeat transmembrane protein kinase 



4747 



Seq. No. 
Contig ID 
5' -most EST 



1 [Zea mays] 
31013 

229657JL.R1040 
hrw701061016.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31014 

229658_1.R1040 

fC-gmle700873056f3 

BLASTX 

g2795809 

319 

3.0e-29 

64 

88 

(AC003674) putative expansin [Arabidopsis thaliana] 
31015 

229664JL.R1040 

uC-gmropic096a08bl 

BLASTX 

g4539314 

193 

2.0e-14 

89 
51 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
31016 

229704_1.R1040 

pmv700891910.hl 

BLASTN 

gl850545 

34 

2.0e-09 

115 

89 

Arabidopsis thaliana syntaxin related protein AtVam3p 
(AtVAM3) mRNA, complete cds 

31017 

229839J..R1040 

fC-gmle700873194f3 

BLASTX 

g!350783 

400 

6.0e-39 

149 

9 

RECEPTOR-LIKE PROTEIN KINASE 5 PRECURSOR 

>gi_282883_pir S27756 receptor-like protein kinase 

precursor - Arabidopsis thaliana >gi_166850 (M84 660) 
receptor-like protein kinase [Arabidopsis thaliana] 
>gi_2842492_emb_CAA16889_ (AL021749) receptor-like protein 
kinase 5 precursor (RLK5) [Arabidopsis thaliana] 



Seq. No. 



31018 



4748 




Contig ID 229855JL.R1040 

5' -most EST rlr700896085 .hi 

Method BLASTX 

NCBI GI gl946360 

BLAST score 249 

E value 1.0e-21 

Match length 84 

% identity 57 

NCBI Description (U93215) elicitor response element binding protein WRKY3 





isolog [ Arabidopsis thaliana] 


Seq. No. 


31019 


Contig ID 


229856 1.R1040 


■S'-Tno^t EST 


asn701130917 .hi 


Seq. No. 


31020 


Contig ID 


229905 1.R1040 


O IIUJ dL CjOI 


VI 1 7D1 9^ ^?79 hi 


Seq. No. 


31021 


Contig ID 


229939 1.R1040 


c i -Anf tot 
d most- Hjoi 


PIILV / UUO J^iUO • liX 


Seq. No. 


31022 


Contig ID 


229947 1.R1040 


D IUOot JLOl 


™nv7 0nfi §999^ hi 


Seq. No. 


31023 


Contig ID 


229952JL.R1040 


0 IUOSL. CiOl 


T-\m\r7nnfl Q99^1 hi 

piUV f UUO OX • 11 X 


Seq. No. 


31024 


Contig ID 


230015 1.R1040 


R 1 — m^c3t- IT QT 
HLvJo L. Hi OX 




Seq. No. 


31025 


Contig ID 


230039 1.R1040 


o mo s l fcioi 


pill V / UUOi'iJD / . IlX 


oeq. wo. 




contig iu 


^oUU40 X.KXU4U 




h-rw7D1 O^ftO^Q hi 

I IX W / UlUJOUi J • ilX 


Seq. No. 


31027 


Contig ID 


230056 1.R1040 


5' -most EST 


pmv700892390.hl 


Seq. No. 


31028 


Contig ID 


230060 1.R1040 


5' -most EST 


pmv700892395.hl 


Seq. No. 


31029 


Contig ID 


230085 1.R1040 


5' -mo st EST 


fC-gmle700873426f3 


Method 


BLASTX 


NCBI GI 


g729775 


BLAST score 


288 



4749 



E value 
Match length 
% identity 
NCBI Description 



2.0e-25 

99 

57 

HEAT SHOCK FACTOR PROTEIN HSF8 (HEAT SHOCK TRANSCRIPTION 
FACTOR 8) (HSTF 8) (HEAT STRESS TRANSCRIPTION FACTOR) 

>gi_100264_pir S25481 heat shock transcription factor 8 - 

Peruvian tomato >gi_19492_enib_CAA47 8 69_ (X67600) heat shock 
transcription factor 8 [Lycopersicon peruvianuia] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31030 

230087_1.R1040 

leu701154633.hl 

BLASTX 

g3386609 

385 

2.0e-37 

106 

70 

(AC004665) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31031 

230100_1.R1040 

pmv700892449.hl 

BLASTX 

g4432857 

285 

3.0e-25 

159 

38 

(AC006300) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



31032 

230108JL.R1040 
pmv700892457.hl 



Seq. No. 

Contig ID 
5 '-most EST 



31033 

230110JL.R1040 
jC-gmle01810062h09dl 



Seq. No. 
Contig ID 
5 '-most EST 



31034 

230129JL.R1040 
fua701043214.hl 



Seq. No. 
Contig ID 
5' -most EST 



31035 

230150JL.R1040 
pmv700892549.hl 



Seq. No. 

Contig ID 
5 '-most EST 



31036 

230189_1.R1040 
jC-gmst02400002b06al 



Seq. No. 
Contig ID 
5' -most EST 



31037 

230231_1.R1040 
pmv700892623.hl 



Seq. No. 



31038 



4750 



Contig ID 


230253 2.R1040 


5' -most EST 


jC-gmst02400020c!2al 


Method 


BLASTX 


NCBI GI 


g3757521 


BLAST score 


268 


E value 


2.0e-23 


M3tc3i length 


98 


% identity 


52 


NCBI Description 


(AC005167) unknown protein [Arabidopsis thaliana] 


Seq. No, 


31039 


Contig ID 


230258 1.R1Q40 


5' -most EST 


pmv700892661.hl 


Seq. No. 


31040 


Contig ID 


230264 1.R1040 


5 '-most EST 


pmv700892668.hl 


Method 


BLASTX 


NCBI GI 


gl730133 


BLAST score 


158 


E value 


4.0e-10 


Match length 


87 


% identity 


38 


NCBI Description 


ALPHA- (1, 3) -FUCOSYL TRANSFERASE (GALACTOSIDE 



3-L-FUCOSYLTRANSFERASE) (FUCOSYLTRANSFERASE 4) (FUCT-IV) 

(ELAM-1 LIGAND FUCOSYLTRANSFERASE) >gi_JL05261_pir A40976 

alpha (1, 3) -fucosyltransf erase (EC 2.4.1.-) - human 
>gi_1236720 (M65030) alpha ( 1, 3) -fucosyltransf erase [Homo 
sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



31041 

230319JL.R1040 
pmv700892794.hl 



Seq. No. 
Contig ID 
5" -most EST 



31042 

230343_2.R1040 
gsv701048887.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31043 

230382_1.R1040 

pmv700892877.hl 

BLASTX 

g3434969 

168 

2.0e-ll 

107 

44 

(AB008104) ethylene responsive element binding factor 2 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 



31044 

230410JL.R1040 

pmv700892924.hl 

BLASTX 

g2191193 

183 

2.0e-13 



4751 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



153 
29 

(AF007271) contain similarity to type 1 inositol 
1, 4, 5-triphosphate receptors [Arabidopsis thaliana] 

31045 

230429_2.R1040 

jC-gmfl02220131e01dl 

BLASTX 

g4006831 

165 

3.0e-ll 

82 
43 

(AC005970) 
thaliana] 



putative reverse transcriptase [Arabidopsis 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31046 

230430_1.R1040 

fC-gmle700877271fl 

BLASTX 

g2961358 

231 

3.0e-19 

105 
48 

(AL022140) serine/threonine protein kinase like protein 
[Arabidopsis thaliana] 

31047 

230467_1.R1040 
pmv700894827.hl 

31048 

230484_1.R1040 
gsv701048525.hl 

31049 

230496_1.R1040 

leu701148894.hl 

BLASTX 

g2160694 

666 

3.0e-70 

138 

90 

(U73528) B' regulatory subunit of PP2A [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



31050 

230500_1.R1040 
asn701141708.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



31051 

230507_1.R1040 

pmv700893055.hl 

BLASTX 



4752 





NCBI GI 


g2618698 




BLAST score 


324 




E value 


4.0e-32 




Match length 


104 




% identity 


61 




NCBI Description 


(AC002510) unknown prot 




Seq. No. 


31052 




Contig ID 


230521 1.R1040 




5' -most EST 


pmv700893071.hl 




Seq. No. 


31053 




Contig ID 


230522 1.R1040 




5' -most EST 


pmv700893072.hl 




Seq. No. 


31054 




Contia ID 


230527 1 R1040 




5 1 -most EST 


Dmv7 008*93083 hi 


■r; 


Sea No 


31055 


-.7- 


Contia ID 


230545 1 R1040 




5 1 -most EST 


pmv7 00*393117 .hi 


Jit 


Method 


BLASTX 




NCBI GI 


a3334200 


L-J 


BLAST score 


390 




FI T7a 1 hp 

±_l V GLXU^ 


4 . Oe-38 


pi 


Match length 


94 




% identity 


80 




NC*BT Dp**"? pti D"h "i nn 


CJT.YCTNE DKHYDROOT.NA^F ( 






nF.CARROXYLA^F ) (Ql.YCTNV 

J_> I_j v^xxJ_\i_-/\«/Zi. x 1 ■ ' 1— i I y UJJ ± Vw/ X LN Hi 






>gi_2 89436 2_emb__CAB 1691 


if '' 




[Solanum tuberosum] 




Sea No 


31056 




Contig ID 


230550 1.R1040 




5 1 -most EST 


zsg701122283.hl 






n^7 




Contig ID 


230635 1.R1040 






rlr7n0ft^Qfi?4^ hi 

XXX. / UUO JUJ'i J i 111 




Sea No 


310*58 




Contia ID 


230690 1 R1040 




5 '-most EST 


a42826*37 




Method 


BLASTX 




NCBI GI 


gl346792 




BLAST score 


186 




E value 


7.0e-14 




Match length 


119 




% identity 


36 



DECARBOXYLATING) PRECURSOR (GLYCINE 

CLEAVAGE SYSTEM P-PROTEIN) 
8_ (Z99770) P-Protein precursor 



NCBI Description 



DNA PRIMASE SMALL SUBUNIT (DNA PRIMASE 4 9 KD SUBUNIT) (P49) 

>gi_631124_pir S45630 DNA primase chain p48 - human 

>gi_510406_emb_CAA52377_ (X74330) DNA primase (subunit p48) 
[Homo sapiens] >gi_4506051_ref_NP__000937 . l_pPRIMl__ primase, 
polypeptide 1 (4 9kD) 



Seq. No. 



31059 



4753 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



230692_1.R1040 

pmv700893312.hl 

BLASTX 

g2911073 

440 

1.0e-43 

108 

77 

(AL021960) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31060 

230743J..R1040 

kll701205938.hl 

BLASTX 

g4220514 

359 

5.0e-34 

115 

62 

(AL035356) putative protein 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



31061 

230759_1.R1040 

uC- gmr omins oy 1 4 2 f 1 0b 1 



Seq. No. 
Contig ID 
5' -most EST 



31062 

230783JL.R1040 
jC-gmfl02220080a08al 



Seq. No. 
Contig ID 
5' -most EST 



31063 

230792JL.R1040 
pmv700893471.hl 



Seq. No. 
Contig ID 
5' -most EST 



31064 

230814JL.R1040 
pmv700893535.hl 



Seq. No. 
Contig ID 
5' -most EST 



31065 

230818JL.R1040 
jC-gmle01810009blldl 



Seq. No. 
Contig ID 
5" -most EST 



31066 

230875JL.R1040 
jC-gmfl02220062d09al 



Seq. No. 

Contig ID 
5' -most EST 



31067 

230886_1.R1040 
pmv700893608.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



31068 

231037_1.R1040 

jC-gmle01810025d02al 

BLASTX 

g3928084 

316 

5.0e-29 
100 



4754 



% identity 


64 


NCBI Description 


(AC005770) retrotransposon-like protein [Arabidopsis 




thaliana] 




31069 


Conticr ID 


231050 1.R1040 


5* -most EST 


kll701213823.hl 


Mpt*hod 


BLASTX 


NCBI GI 


g2245066 


BLAST score 


245 


E value 


5.0e-21 


Match length 


108 


% identity 


48 


NCBI Description 


(Z97342) Beta-Amylase [Arabidopsis thaliana] 


Sprr No 


31070 


Contia ID 


231057 1.R1040 


5 1 -most EST 


Dmv700¥93864 .hi 


Sea No 


31071 


Contia ID 


231103 1.R1040 


5 1 -most EST 


pxt700942790.hl 


Method 


BLASTX 


NCBI GI 


a2114104 


BLAST score 


653 


E value 


2.0e-68 


Match length 


167 


2- -i Hprif 4 +■ \7 


70 


NPR T Dp <5rri of" i on 


(AB003590) sulfate transporter [Arabidopsis thaliana] 




>m 9114106 dbn RAAPOOfi^ ^AB003S91^ sulfate transDort 




\_r\±. (i Ik ?A-\JL\JjJ O -L O L.11CLJ — LCL11CL J 


kJ ~ • l.\VJ • 


31072 


Print" i rr TH 


9^11*34 1 R1040 


5 '-most EST 


gsv701045634 .hi 




BLASTX 


NCBI GI 


g4455340 


BLAST score 


281 


p va 1 no 

1_J V d J. Li. 


2 0e-25 


Ma'hfh 1 pnat"h 


70 


% identity 


73 


NCBI Description 


(AL035522) putative protein [Arabidopsis thaliana] 


Seq. No. 


31073 


Contig ID 


231164 1.R1040 


S'-most EST 


jC-gmro02800031bllal 


Sea No 


31074 


Contig ID 


231329 1.R1040 


S'-most EST 


pmv700894208.hl 


Seq. No. 


31075 


Contig ID 


231330 1.R1040 


5' -most EST 


hrw701062070.hl 


Seq. No. 


31076 


Contig ID 


231337_1.R1040 



4755 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



pmv700894217.hl 

BLASTX 

gl730630 

298 

6.0e-27 

164 
41 

HYPOTHETICAL 82.6 KD PROTEIN B0361.8 IN CHROMOSOME III 
>gi_458956 (U00031) similar to cytoplasmic domain of 
synaptobrevin [Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5' -most EST 



31077 

231353_1.R1040 
fua701041207.hl 



Seq. No. 
Contig ID 
5' -most EST 



31078 

231383JL.R1040 
pmv700894269.hl 



Seq. No. 
Contig ID 
5' -most EST 



31079 

231396JL.R1040 
uC-gmf IminsoyO 8 2 f 1 Ob 1 



Seq. No. 
Contig ID 
5 '-most EST 



31080 

231404_1.R1040 
pmv700894293.hl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31081 

231435_1.R1040 

pmv700894335.hl 

BLASTX 

g3063469 

185 

9.0e-14 

127 
40 

(AC003981) F22013.31 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31082 

231458_1.R1040 
jC-gmst02400055flldl 



Seq. No. 
Contig ID 
5 '-most EST 



31083 

231476_1.R1040 
kll701202873.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31084 

231494JL.R1040 

jC-gmst02400053h06dl 

BLASTN 

g2293111 

100 

7.0e-49 

284 
86 

V.faba mRNA for potassium channel 



4756 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31085 

231495_1.R1040 

asn701138631.hl 

BLASTX 

g3367519 

197 

3.0e-23 

82 
68 

(AC004392) Contains similarity to gb_U51898 
Ca2+-independent phospholipase A2 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31086 

231498_1.R1040 

jC-gmst02400052h08al 

BLASTX 

g2894600 

268 

2.0e-23 

117 

45 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31087 

231506_1.R1040 

uC-gmf IminsoyO 4 6g0 9b 1 

BLASTX 

g3142295 

335 

3.0e-31 

98 
63 

(AC002411) Strong similarity to phosphoribosylanthranilate 
transferase gb_D86180 from Pisum sativum. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31088 

231540_1.R1040 
pmv700894468.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31089 

231568_1.R1040 

zsg701127162.hl 

BLASTN 

g3860320 

83 

1.0e-38 

190 

87 

Cicer arietinum mRNA for beta-galactosidase, clone 
CanBGal-5 



Seq. No. 

Contig ID 
5' -most EST 
Method 



31090 

231568_2.R1040 

rlr700901926.hl 

BLASTN 



4757 



0 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3860320 
253 

1.0e-140 

648 
85 

Cicer arietinum mRNA for beta-galactosidase, clone 
CanBGal-5 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



31091 

231588JL.R1040 
pmv700894539.hl 

31092 

231639_1.R1040 

jC-gmst02400061h01al 

BLASTX 

g4567304 

340 

9.0e-32 

183 

43 

(AC005956) unknown protein [Arabidopsis thaliana] 
31093 

231691_1.R1040 
uC-gmflminsoy007g03bl 

31094 

231761JL.R1040 
pmv700894763.hl 

31095 

231800JL.R1040 

rlr700896970.hl 

BLASTX 

g3128210 

316 

4.0e-54 

198 

56 

(AC004077 
thaliana] 



putative cytochrome P450 protein [Arabidopsis 
>gi_3337378 (AC004481) putative cytochrome P450 



protein [Arabidopsis thaliana] 
31096 

231803_1.R1040 
g4304935 

31097 

231810JL.R1040 

asn701133583.h2 

BLASTN 

gl223915 

203 

1.0e-110 

255 
95 



4758 



NCBI Description Vigna radiata carboxypeptidase II mRNA, partial cds 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31098 

231856_1.R1040 

pmv700894885.hl 

BLASTX 

g4455284 

410 

4.0e-40 

112 

69 

(AL035527) beta-glucosidase-like protein [Arabidopsis 
thaliana] 



beg. jno . 


71 nQQ 




971 RS7 i R1040 


5' -most EST 


uC-gmr omins o y2 2 9 c 0 5b 1 


oeq. JNO * 


71 1 nn 


t^onuig 1U 


971 8P1 1 Rl 040 


5 '-most EST 


pmv700894927.hl 


beg. imo. 


JilUi 


Contig ID 


ZOloo / 1.K1U4U 


0 -most Jib 1 


pmv / uuo y4 yjij . ni 


beg. jno. 


71 1 09 


Contig ID 


zjiyyi 1.K1U4U 


o -most Lb I 


pmv /uubyouo / .ni 


Method 


Di-iriO X IN 






bijAbi score 


1 Al 


E value 


4.0e-77 


Match length 


259 


% identity 


QA 


NCBI Description 


G.max mitochondrial atpA 


Seq. No. 


illO 3 


Contig ID 


231984 1.R1040 


S'-most EST 


pmv700895091.hl 


Seq. No. 


31104 


Contig ID 


232044 1.R1040 


5' -most EST 


pmv700895173.hl 


Method 


BLASTX 


NCBI GI 


g2160156 


BLAST score 


578 


E value 


8.0e-60 


Match length 


145 


% identity 


76 


NCBI Description 


(AC000132) Strong simila] 




synthetase (gb_273100) . 


Seq. No. 


31105 


Contig ID 


232062 1.R1040 


5 '-most EST 


pmv700895196.hl 


Method 


BLASTX 



city to S. pombe leucyl-tRNA 
[Arabidopsis thaliana] 



4759 



© 



NCBI GI 


g4508068 


BLAST score 


390 


FI ] no 

ill V GL-LCL^ 


1. Oe-37 




142 


% identity 


58 


NCBI Description 


(AC005882) 3063 [Arabidopsis thaliana] 


Cpipr Mrs 


31106 


font" in Tn 


232119 1 R1040 




U.O y 1LLX \J £J XovU\JOVJtUX 




31 1 07 

J11U / 


COIlLXy XIJ 


9391 90 1 R1040 


S 1 -most EST 


zsa70lT27724 hi 




BLASTN 


NCR! QT 


a2924733 


BLAST score 


46 


E value 


1.0e-16 


Matph 1 pnrrth 

lid Lull X^JLiyL.11 


230 


o -u ii u x y 


80 


NCR! Dp sprint ion 


ArabidoDsis thaliana Genomic DNA, chromosoine 5i PI clone 




"MfTTT' Q r^oTTTPil oi~ o o /ti iQrir'p TZVy^V^T Hnn^i c; -t- Vs ^ 1 H ana 1 

LlUC 27/ O LJ1LLLJ X " L. " O U.CI.IOG [nlaJJJ.UUpQJ. J L llu J — LCLild J 




31 1 OR 


^oriux.y iu 


9391 1 Rl 040 




n f— /TTin yoTYi "i tiq/^t/1 ft ft rr 0 9V^1 


Mot" Vi nH 


IJXLrt.O -L /\ 


NCBI GI 


g4468985 


BLAST score 


152 


F 1 T7a 1 no 

Hi VCtXLlt: 


Q 0p-10 
-7 • utr xvj 


i JCt L. Oil xt:iiy 


^0 




4^ 


MPDT Hacpr-i nti An 

j.nv»,,dx Ucboripuion 


/ 7\T fl^ R^O R \ n t 7T-\r>-H i pal nrnf oi n TZir*aV^n Ho*oq n o fha 1 i ans 1 
^nJjL/jjOUJ/ nypu Uile ulCciJ. piUCclIl lJt\l. cxXJxU.Op£>xo L-llclXXciila. J 


oeq. NO. 




Print 1 t t~r T Pi 

uontig xjj 


9*^9907 1 Plfldfl 
3££\J I x.JKxU'lU 


S 1 -mn^r F9T 


rr\7700ft^0fi3RQ hi 


Mp1~h 

Ll\3 LliUvt 




NCBI GI 


a4249404 


BLAST score 


295 


E value 


6.0e-27 


LJ.CLL.Oli J.ciiy L.li 


R9 


o lUcilLX L y 




NCBI Description 


(AC006072) putative nuclear protein SA-1 [Arabidopsis 




thaliana] 


O c « IN O • 


31110 


oo.ii l x y x u 


939991 1 Rl 040 


D IlIOSL. HjO 1 


l£an7niTRR97 4 "hi 

leu / uno / ft .nx 


oeq. in o • 


31111 


oonrig iu 


9*599Q/ 1 D1 n / O 
^o^Zy4 1.KXU4U 


5 1 -most EST 


jC-gmro02910023e01dl 


Method 


BLASTX 


NCBI GI 


g3080420 


BLAST score 


751 


E value 


5.0e-80 



4760 



Match length 

% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



171 

82 

(AL022604) putative sugar transporter protein [Arabidopsis 
thaliana] 

31112 

232321J..R1040 

g4313762 

BLASTX 

g2460200 

375 

8.0e-36 

147 

54 

(AF020833) eukaryotic translation initiation factor 3 
subunit [Homo sapiens] 

31113 

232321_2.R1040 
uC-gmrominsoy 1 8 0 f 0 4bl 

31114 

232377_1.R1040 

uC-gmropic058d02bl 

BLASTX 

g2501011 

495 

5.0e-50 

159 

56 

I S OLE UC YL- T RNA SYNTHETASE (ISOLEUCINE — TRNA LIGASE) (ILERS) 
>gi_1652625_dbj_BAA17545_ (D90907) isoleucyl-tRNA 
synthetase [Synechocystis sp.] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



31115 

232381J..R1040 
pxt700941004.hl 

31116 

232394_1.R1040 

uC-gmronoir043h04bl 

BLASTX 

gl407705 

721 

2.0e-76 

158 

79 

(U60202) lipoxygenase [Solanum tuberosum] 
31117 

232397JL.R1040 
zsg701122060.hl 

31118 

232422_1.R1040 

pxt700941055.hl 

BLASTX 



4761 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



g2501231 
392 

2.0e-47 

118 

76 

HYPOTHETICAL 38.1 KD PROTEIN >gi_99505_pir S24930 

hypothetical protein - pink corydalis 
>gi_18258_emb_CAA45139_ (X63595) protein of unknown 

function [Corydalis sempervirens] >gi_4 4 4333_prf 190 638 2A 

pCSC71 protein [Corydalis sempervirens] 

31119 

232443J..R1040 
jC-gmro02910006a02dl 

31120 

232474_1.R1040 

pxt700941117.hl 

BLASTX 

g4406819 

549 

3.0e-56 

155 
72 

(AC006201) unknown protein [Arabidopsis thaliana] 
31121 

232503_1.R1040 
pxt700941149.hl 

31122 

232518JL.R1040 
kll701211586.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31123 

232519JL.R1040 

leu701148185.hl 

BLASTN 

g3688527 

185 

1.0e-99 

512 

84 

Pisum sativum mRNA for TPE4A thiol-protease 
31124 

232560JL.R1040 

zsg701128408.hl 

BLASTX 

g2285885 

327 

9.0e-31 

90 

70 

(D89631) sulfate transporter [Arabidopsis thaliana] 



Seq. No. 



31125 



4762 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



232565 JL.R1040 

pxt700941226.hl 

BLASTX 

g3236235 

215 

3.0e-17 

79 
44 

(AC004684) unknown protein [Arabidopsis thaliana] 
>gi_4056501 (AC005896) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31126 

232574_1.R1040 

jC-gmle01810078dl2dl 

BLASTN 

gl69956 

91 

2.0e-43 

280 

90 

Glycine max G-box binding factor (GBF1) mRNA, complete cds 



Seq. No. 
Contig ID 
5 '-most EST 
-Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



31127 

232634J..R1040 

g4305763 

BLASTX 

g4510381 

203 

8.0e-16 

98 
45 

(AC007017) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31128 

232640_1.R1040 

jC-gmst02400028e04al 

BLASTX 

g3046815 

162 

3.0e-ll 

118 
36 

(AL021687) cytochrome 



P450 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31129 

232656J..R1040 
pxt700941358.hl 



Seq. No. 
Contig ID 
5' -most EST 



31130 

232738_1.R1040 
jC-gmfl02220102el2al 



Seq. No. 
Contig ID 
5' -most EST 



31131 

232777JL.R1040 
g4292653 



4763 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31132 

232787_1.R1040 

uC-gmronoir033h06bl 

BLASTX 

g3033375 

546 

7.0e-56 
190 
57 

(AC004238) 
thaliana] 



putative berberine bridge enzyme [Arabidopsis 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



31133 

232794_1.R1040 
jC-gmle01810066cl2al 

31134 

232814_1.R1040 

pxt700942401.hl 

BLASTX 

g3176686 

394 

1.0e-38 

89 

82 

(AC003671) Similar to high affinity potassium transporter 
HAK1 protein gb_U22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 

31135 

232849JL.R1040 
pxt700941795.hl 

31136 

232888_1.R1040 

uC-gmropic074d08bl 

BLASTN 

g4159703 

34 

1.0e-09 

58 

90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K5F14, complete sequence [Arabidopsis thaliana] 

31137 

232892_1.R1040 
epx701109856.hl 

31138 

232954JL.R1040 

pxt700942963.hl 

BLASTX 

g4539404 

343 

6.0e-32 
127 



4764 



# 



% identity 

NCBI Description 



53 

(AL049524) 



putative protein [Arabidopsis thalianal 



Seq. No. 


31139 


font i a TD 


232976 1 R1040 


5 T -most EST 


kll70L206489.hl 


Method 


BLASTX 


NCBI GI 


gll69128 


BLAST score 


284 


E value 


9. Oe-26 


Match length 


87 


% identity 


62 


NCBI Description 


SERINE/THREONINE-PROTEIN KINASE CTR1 >gi 1 




protein kinase [Arabidopsis thaliana] >gi 




protein kinase [Arabidopsis thaliana] 


Seq. No. 


31140 


Pontic* TD 


232995 1 R1040 


5 1 —most EST 


uC— amrominsov2 62b07bl 


Sea No 


31141 


Print t rr TO 


233012 1 R1040 




1 e>n7fi1 Tsi 389 hi 


o c; . in » 


31142 


Contig ID 


233044 1.R1040 


5' -most EST 


uC-gmflminsoy012fl0bl 


He L.11UU. 




IN J. kJX 




BLAST score 


317 


E value 


2.0e-30 


Ma +• T onrfhh 


90 


^ i rl^TTT l 


12 


NCBI Description 


(AF069737) notchless [Xenopus laevis] 


Sea No. 


31143 


font" i rr T H 


233047 1 R1040 




nxt 7 00 94 2 3 90 hi 


Sea* No. 


31144 


Contia ID 


233103 1.R1040 


5' -most EST 


pxt700945970.hl 


Method 


BLASTX 


NPRT (IT 


a3426048 


o J. o w w J. 


221 


Hi vai u.c 


2 Op-18 




ftp 

0 O 


o x lit l u _y 


4 9 


NCBI Description 


^HL^uuoxDo; puuauivc nyaroxyiiie tny lgiutai yx 




precursor [Arabidopsis thaliana] 


Seq. No. 


31145 


Contig ID 


233110 1.R1040 


5 '-most EST 


gsv701046923.hl 


Method 


BLASTX 


NCBI GI 


g4522004 


BLAST score 


229 



4765 



# 



E value 


3.0e-19 


Match length 


53 


% identity 


77 


NCBI Description 


(AC007069) putative histidine kinase, sensory transduct 




[Arabidopsis thaliana] 


Sea No. 


31146 


Contig ID 


233177 1.R1040 


5' -most EST 


jC-gmro02910037d08dl 


Method 


BLASTX 


NCBI GI 


gl049022 


BLAST score 


207 


K value 


4.0e-16 


Match length 


96 


% identity 


51 


NCBI Description 


(U25696) transcription factor SaMADS A [Sinapis alba] 


Sea No 


31147 


Contig ID 


' 2"33203 2.R1040 


5 '-most EST 


pxt700942656.hl 


Seq. No. 


31148 


Contia ID 


233291 1.R1040 


S 1 -most EST 


pxt 700*94277 9. hi 


^ N-J • AN Vj> • 


31149 


Pnnt i a TD 


233324 1.R1040 


5 T -most EST 


g4289918 


Method 


BLASTN 




a4388714 


BLAST score 


36 


E value 


2.0e-10 


na Lull xcii^ un 


40 


% identity 


97 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F5K7 genomic 




sequence, complete sequence [Arabidopsis thaliana] 


Qprt Xln 

^3 • All ^ • 


31150 


Contig ID 


233406 1.R1040 


5' -most EST 


pxt700942954.hl 


Spa No 


31151 


Contig ID 


233424 1.R1040 


5 T -most EST 


leu701156434.hl 


Sea. No. 


31152 


Contia ID 


233429 1.R1040 


^ 1 -Trin^t FST 


a5510163 




31153 


Contia ID 


233434 1.R1040 


5 1 -most EST 


pxt700942995.hl 


Method 


BLASTX 


NCBI GI 


g4467108 


BLAST score 


359 


E value 


1.0e-34 


Match length 


75 



4766 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



81 

(AL035538) hypothetical protein [Arabidopsis thaliana] 
31154 

233447JL.R1040 

zsg701121850.hl 

BLASTX 

g3738339 

698 

7.0e-74 

157 

85 

(AC005170) putative kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



31155 

233460J..R1040 
pxt700943027.hl 

31156 

233463_1.R1040 
pxt700943031.hl 

31157 

233497J..R1040 
g4313707 
BLASTX 1 
g3924596 
716 

5.0e-76 

140 

97 

(AF069442) putative phospho-ser/thr phosphatase 
[Arabidopsis thaliana] 

31158 

233600JL.R1040 
jC-gmst02400027e!0al 

31159 

233619JL.R1040 

pxt700943247.hl 

BLASTN 

gl752733 

95 

4.0e-46 

258 

84 

Glycine max mRNA for beta-glucan-elicitor receptor, 
complete cds 

31160 

233644_1.R1040 
pxt700943279.hl 

31161 

233691_1.R1040 
uC-gmropic021g02bl 



4767 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



BLASTX 

g3025447 

175 

2.0e-12 

116 

29 

(AC004528) 



R32184_3 [Homo sapiens] 



31162 

233776_1.R1040 

pxt700943441.hl 

BLASTN 

g603870 

36 

1.0e-10 

99 

89 

P.hybrida mRNA for MAP/ERK kinase 
31163 

233810JL.R1040 

jC-gmro02800041g06al 

BLASTX 

g3193316 

328 

6.0e-44 

138 
68 

(AF069299) 
epimerases 



contains similarity to nucleotide sugar 
[Arabidopsis thaliana] 



31164 

233811_1.R1040 

g5057551 

BLASTN 

g4336435 

83 

1.0e-38 

207 

85 

Lotus japonicus protein phosphatase type 2C 
complete cds 

31165 

233849JL.R1040 
jC-gmfl02220114f05dl 

31166 

233865_1.R1040 
pxt700944432.hl 

31167 

233890_1.R1040 
pxt700943586.hl 

31168 

233891 1.R1040 



(PP2C2) mRNA, 



4768 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



leu701151322.hl 

BLASTN 

g3046856 

37 

2.0e-ll 

45 

96 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXI22, complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31169 

233892_1.R1040 
pxt700943588.hl 

31170 

233947_1.R1040 
pxt700943659.hl 

31171 

233982_1.R1040 

pxt700943708.hl 

BLASTX 

g2832300 

430 

2.0e-42 
114 

70 

(AF044285) adenosine-5 ' -phosphosulf ate-kinase [Catharanthus 
roseus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31172 

233985_1.R1040 
pxt700943711.hl 

BLASTX 

g2194125 

307 

4.0e-28 

104 

63 

(AC002062) ESTs gb_R30459, gb_N38441 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31173 

233992_1.R1040 

pxt700943718.hl 

BLASTX 

g3885344 

157 

9.0e-ll 

77 
42 

(AC005623) unknown protein [Arabidopsis thaliana] 
>gi_4557057_gb_AAD22497.1_AC007154_l (AC007154) unknown 
protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



31174 

234013 2.R1040 



4769 



5 T -most EST 



pxt700943740.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31175 

234033_1.R1040 

pxt700943766.hl 

BLASTN 

gl816649 

322 

0.0e+00 

437 

94 

Lupinus luteus NADH plastiquinone oxidoreductase subunit J 
(ndhJ) gene, chloroplast gene encoding chloroplast protein, 
complete cds 



Seq. No. 

Contig ID 
5' -most EST 



31176 

234054_1.R1040 
gsv701053970.hl 



Seq. No. 

Contig ID 
5 '-most EST 



31177 

234083JL.R1040 
fua701038173.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31178 

234101_1.R1040 

fC-gmst700652534d5 

BLASTN 

g294667 

47 

3.0e-17 

59 

95 

Castor bean chloroplast beta-ketoacyl-ACP synthase (50 
synthase) mRNA, complete cds 



kDa 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31179 

234102_1.R1040 

g4285233 

BLASTX 

g2130073 

269 

8.0e-24 

60 

85 

fructose-bisphosphate aldolase (EC 4.1.2.13) isoenzyme C-l, 
cytosolic - rice >gi_786178_dbj_BAA08845_ (D50307) aldolase 
C-l [Oryza sativa] >giJ790970_dbj_BAA08830_ (D50301) 
aldolase C-l [Oryza sativa] 



Seq. No. 
Contig ID 
5 '-most EST 



31180 

234107_1.R1040 
pxt700943860.hl 



Seq. No. 
Contig ID 
5' -most EST 



31181 

234181JL.R1040 
jC-gmro02 91005 6b03al 



4770 



# • 



Cprr Mrs 


31182 




234235 1 R1040 


5 1 -most EST 


pxt700944032.hl 




DLiriO X -A. 


NCBI GI 


g3540207 


BLAST score 


617 




3 Oe-64 




157 


% identity 


75 


NCBI Description 


(AC004260) Putative protein kinase [Arabidopsis thaliana 


O t; LJ » IN u • 


31183 


v^^jii i — Ly j. u 


234236 1 R1040 


*J O L. i—iiw> J. 


nC-crmf Iminsovl00h09bl 




31184 


^oiix-Ly xjj 


9^4964 1 Rl 040 


5 T -most EST 


dpv7 01098034 .hi 


Luc L.IKJU. 


RT.A^TX 

DLirlO x *\ 


NCBI GI 


g2344889 


BLAST score 


208 


F 1 IIP 
Hi V QJ_ LL ~ 


5. Oe-17 


i id. L. on icny Lii 


92 


% identity 


48 


NCBI Description 


(AC002388) unknown protein [Arabidopsis thaliana] 


beq« jno . 


jllOJ 


r"o,n +- -I «■ t pi 
UOIlT,ly ±U 


9^498 f, 1 Rl 04 0 


0 IllOSt HjOI 


rwh7 0 0Ci4 4 0Q4 hi 


oecj. ino. 


1 

JllOu 


^OiiX-Ly 1U 


9^4 ^9 Q 1 Rl 040 


J JILL? O t, Dul 


fna701037891 hi 

J, Lid. / U1U J ' L> -/ -L. • 1 1 X 






NCBI GI 


g4522009 


BLAST score 


293 


IL VdXUc 


Q 0p-27 


l ¥ lcl L_\— 11 XdiyL.il 


R7 


% identity 


57 


NCBI Description 


(AC007069) unknown protein [Arabidopsis thaliana] 


Ov=L^ • 1NU • 


^1 1 R7 


P/\nti rr TPl 

^oiiU-Ly ±u 


9^4 "34 6 1 PI 04 0 


£ » _m AC f T7 CP 
0 IlIOSL. HjOi 


nP-rnnrnni p(19 OHO RKI 


beg. wo. 


1 pp 
jlloo 


l"" 1 ^ x> +- 4 r~r TPl 

lontig iu 


9 "34 £ 1 R 1 04 0 


S'-mnql- F9T 

ILlLfO L. DO X 


n P-rrm ^Fo 2 4 0 0 0 3 6b0 9a 1 


L It. LI1LJLI 




NCBI GI 


g2281090 


BLAST score 


183 


E value 


8 .0e-16 


Match length 


82 


% identity 


52 


NCBI Description 


(AC002333) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


31189 



4771 



Contig ID 234451_1 

5' -most EST g4260437 

Method BLASTX 

NCBI GI gl698548 

BLAST score 752 

E value 4.0e-80 

Match length 17 0 

% identity 82 
NCBI Description (U58971) 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



.R1040 



calmodulin-binding protein [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



31190 

234520JL.R1040 
jC-gmfl02220144g09dl 

31191 

234550JL.R1040 
pxt700944454.hl 

31192 

234605_1.R1040 
pxt700944523.hl 

31193 

234645JL.R1040 
jC-gmst02400031gl0dl 

31194 

234648_1.R1040 
jC-gmst02400067g01dl 

31195 

234712JL.R1040 
uC-gmf IminsoyO 4 IdO 8bl 
BLASTX 
g2462931 
527 

7.0e-54 
141 
76 

(Z83833) UDP-glucose: sterol glucosyltransf erase 
[Arabidopsis thaliana] 

31196 

234735JL.R1040 

pxt700944676.hl 

BLASTX 

g3758859 

199 

3.0e-15 

104 
35 

(Z98551) predicted using hexExon; MAL3P6.7 (PFC0730w) , 
Hypothetical protein, len: 222 aa [Plasmodium falciparum] 

31197 

234778JL.R1040 
uC-gmronoir005h03bl 



4772 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3176686 

459 

4.0e-4 6 

106 
81 

(AC003671) Similar to high affinity potassium transporter 
HAK1 protein gbJJ22945 from Schwanniomyces occidentalis • 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



31198 

234805_1.R1040 
uC-gmflminsoy098b01bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 



31199 

234825_1.R1040 

gsv701046932.hl 

BLASTX 

g3395428 

217 

3.0e-17 

88 

52 

(AC004683) unknown protein [Arabidopsis thaliana] 
31200 

234834_1.R1040 
pxt700944808.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31201 

234852_1.R1040 

uC-gmflminsoyl00c03bl 

BLASTX 

g4580395 

547 

3.0e-56 
124 
87 

(AC007171) 
thaliana] 



putative kinesin-related protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31202 

234895JL.R1040 

uC-gmropicll2b01bl 

BLASTX 

g3420052 

686 

2.0e-72 

166 

80 

(AC004680) putative ubiqinone reductase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 
Method 



31203 

234907_1.R1040 

k!1701208476.hl 

BLASTX 



4773 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2914710 
421 

1.0e-41 

108 
69 

(AC003974) 
thaliana] 



putative beta-D-galactosidase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



31204 

234960JL.R1040 
g5342711 

31205 

234975_1.R1040 
pxt700944980.hl 

31206 

234998_1.R1040 
jC-gmle01810042c03al 

31207 

235000_1.R1040 
kll701206129.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



31208 

235028JL.R1040 

asn701137793.hl 

BLASTX 

g3080427 

425 

3.0e-42 

96 

79 

(AL022604) putative protein [Arabidopsis thaliana] 
31209 

235048JL.R1040 
pxt700945073.hl 



31210 

235121_1.R1040 
pxt700945164.hl 

31211 

235134_1.R1040 

uC-gmflminsoy057h02bl 

BLASTN 

g4193319 

131 

2.0e-67 

325 

88 

Zea mays histone deacetylase 



(hdlb) mRNA, complete cds 



31212 

235173JL.R1040 
jC-gmfl02220130cl2dl 



4774 



Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31213 

235182_1.R1040 

uC-gmrominsoy201a03bl 

BLASTX 

g4567311 

176 

1.0e-12 

52 
63 

(AC005956) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31214 

235238JL.R1040 

jC-gmfl02220073e02al 

BLASTX 

g2827621 

411 

5.0e-40 

207 
49 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31215 

235281_1.R1040 

pxt700945368.hl 

BLASTN 

g!946219 

120 

1.0e-60 

284 

86 

M.domestica mRNA for knl-like protein (17 91 bp) 



Seq. No. 
Contig ID 
5' -most EST 



31216 

235318_1.R1040 
pxt700945415.hl 



Seq. No. 
Contig ID 
5' -most EST 



31217 

235357_1.R1040 
uC-gmflminsoy025e06bl 



Seq. No. 
Contig ID 
5' -most EST 



31218 

235369JL.R1040 
jC-gmle01810025a!0al 



Seq. No. 
Contig ID 
5 '-most EST 



31219 

235441JL.R1040 
jC-gmle01810005h06al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



31220 

235573_1.R1040 

uC-gmropicl03d04bl 

BLASTX 

g3608154 

334 

3.0e-31 



4775 



Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -mo st EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



# 

173 
42 

(AC005314) unknown protein [Arabidopsrs thalxana] 
31221 

235586JL.R1040 
jC-gmro02910046d04dl 
BLASTX 
g!698582 
459 

1.0e-45 
133 

68 . . 

(U60767) integral membrane protein 0sNramp3 [Oryza sativaj 

31222 

235648JL.R1040 
jC-gmle01810071e05al 
BLASTX 
g3549665 
174 

2.0e-12 
54 
59 

(AL031394) hypothetical protein [Arabidopsis thaliana] 
31223 

235667_1.R1040 
pxt700945888.hl 
BLASTX 
g3176965 
513 

3.0e-52 
149 
66 

(AF06.7967) pyrroline-5-carboxylate synthetase 
[Mesembryanthemum crystallinum] 

31224 

235750_1.R1040 
pxt700946018.hl 

31225 

235765_1.R1040 
pxt700946037.hl 

31226 

235818JL.R1040 
pxt700946108.hl 

31227 

235819JL.R1040 

pxt700946110.hl 

BLASTX 

g2160190 

239 

2.0e-23 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



85 
66 

(AC000132) No definition line found [Arabidopsis thaliana] 
31228 

235845_1.R1040 
zsg701125748.hl 

31229 

235851JL.R1040 
pxt700946153.hl 

31230 

235908_1.R1040 
jC-gmro02800025a03al 

31231 

235917_1.R1040 

g4405652 

BLASTX 

g2244989 

480 

4.0e-48 

143 

66 

(Z97340) strong similarity to naringenin 3-dioxygenase 
[Arabidopsis thaliana] 

31232 

235958_1.R1040 

pxt700946285.hl 

BLASTX 

g2102679 

371 

2.0e-35 

91 

75 

(U07424) putative tRNA synthetase-like protein [Homo 
sapiens] >gi_4104935__gb_AAD02221_ (AF042347) putative 
phenylalanyl-tRNA synthetase alpha-subunit ; PheHA [Homo 
sapiens] 

31233 

235998_1.R1040 
uC-gmrominsoy04 8 f 03b 1 

31234 

236021_1.R1040 
pxt700946367.hl 

31235 

236047_1.R1040 

pxt700946396.hl 

BLASTX 

g4538929 

223 

4.0e-18 



4777 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
60 

(AL049483) putative nucleic acid binding protein 
[Arabidopsis thaliana] 

31236 

236062_1.R1040 

pxt700946416.hl 

BLASTX 

g4510421 

169 

1.0e-ll 

52 

(AC006929) unknown protein [Arabidopsis thaliana] 
31237 

236072_1.R1040 

pxt700946428.hl 

BLASTX 

g4455260 

515 

1.0e-52 

102 
93 

(AL035353) protein kinase-like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31238 

236084_1.R1040 
pxt700946462.hl 

31239 

236133_1.R1040 
jC-gmro02910039clldl 



31240 

236168JL.R1040 

cfl700863553.hl 

BLASTX 

g2213592 

386 

4.0e-38 

139 
30 

(AC000348) T7N9.12 



[Arabidopsis thaliana] 



31241 

236208JL.R1040 

uC-gmrominsoy216gl2bl 

BLASTX 

g4191789 

270 

1.0e-42 

119 

76 

(AC005917) putative transmembrane transport protein 



4778 



fl 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31242 

236251JL.R1040 

uC-gmronoir006cl2bl 

BLASTX 

g4454039 

247 

5.0e-21 

151 

39 

(AL035394) putative Na+/H+-exchanging protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



31243 

236262JL.R1040 
uC-gmrominsoy207a08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31244 

236269_1.R1040 

fC-gmfl700863687yl 

BLASTX 

g2494742 

775 

1.0e-158 

334 
78 

GLUTAMINE SYNTHETASE ( GLUTAMATE — AMMONIA LIGASE) 
>gi_21047 91_emb_CAA73235_ (Y12704) glutamine synthetase 
[Agaricus bisporus] 



Seq. No. 
Contig ID 
5' -most EST 



31245 

236290_1.R1040 
epx701104704.hl 



Seq. No. 

Contig ID 
5' -most EST 



31246 

236341J..R104G 
jC-gmro029100 69gl0dl 



Seq. No. 

Contig ID 
5' -most EST 



31247 

236348_1.R1040 
asn701135735.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31248 

236406JL.R1040 

g5057320 

BLASTX 

g4559340 

174 

2.0e-12 

51 

76 

(AC007087) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31249 

236412_1.R1040 
uC-gmrominsoy268hl0bl 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31250 

236477_1.R1040 
rlr700895772.hl 

31251 

236492_1.R1040 

rlr700895654.hl 

BLASTX 

gl255448 

316 

6.0e-29 

90 

71 

(D504 68) mitogen-activated protein kinase [Arabidopsis 
thaliana] 

31252 

236524_1.R1040 

asn701139977.hl 

BLASTX 

g2252840 

308 

8.0e-36 

158 

47 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

31253 

236544_1.R1040 

rlr700895727.hl 

BLASTX 

g2462822 

333 

5.0e-31 

110 

19 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
31254 

236620_1.R1040 
rlr700895846.hl 

31255 

236631_1.R1040 

rlr700895865.hl 

BLASTX 

g4467359 

182 

8.0e-14 

82 
11 

(AJ002685) Phosphatidylinositol 4-kinase [Arabidopsis 
thaliana] 



Seq. No. 



31256 



4780 



# 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



236651_1.R1040 
gsv701045260.hl 

31257 

236721_1.R1040 

g4291902 

BLASTX 

g2262176 

266 

2.0e-23 

80 
65 

(AC002329) putative RING zinc-finger protein [Arabidopsis 
thaliana] >gi_3790573 (AF078824) RING-H2 finger protein 
RHA3a [Arabidopsis thaliana] 

31258 

236809_1.R1040 

uC-gmrominsoy248d01bl 

BLASTX 

g4049410 

619 

2.0e-64 

168 

67 

(Y10225) L-ascorbate oxidase [Cucumis melo] 



31259 

236916JL.R1040 

uC-gmronoir007c08bl 

BLASTX 

g3935183 

405 

3.0e-39 

158 

56 

(AC004557) F17L21.26 



[Arabidopsis thaliana] 



31260 

236942JL.R1040 

rlr700896352.hl 

BLASTX 

g542812 

148 

2.0e-09 

95 

36 

estrogen-responsive finger protein, efp {RING finger, 
coiled-coil domains) - human >gi_458726_dbj_BAA04747__ 
(D21205) estrogen responsive finger protein (efp) [Homo 
sapiens] 

31261 

236964JL.R1040 
rlr700896382.hl 



Seq. No. 



31262 



4781 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



237012JL.R1040 
rlr700900992.hl 

31263 

237075JL.R1040 

zsg701130250.hl 

BLASTX 

g3859659 

330 

6.0e-31 

111 
63 

(AL031394) putative potassium transporter AtKTSp (AtKT5) 
[Arabidopsis thaliana] 

31264 

237098JL.R1040 
asn701133396.hl 

31265 

237105_1.R1040 

rlr700896607.hl 

BLASTX 

g3434971 

208 

3.0e-16 

120 

45 

(AB008105) ethylene responsive element binding factor 3 
[Arabidopsis thaliana] 

31266 

237186_1.R1040 
rlr700896731.hl 

31267 

237191JL.R1040 

jC-gmst02400039alOal 

BLASTX 

g2950476 

166 

2.0e-ll 

102 

36 

(AL022070) vesicle transport v-snare protein 
[Schizosaccharomyces pombe] 

31268 

237259JL.R1040 
g4397154 

31269 

237270JL.R1040 
uC-gmrominsoy294h03bl 

31270 

237352 1.R1040 



4782 



# 



5' -most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



zsg701119837.hl 
31271 

237372_1.R1040 

uC-gmropic046b04bl 

BLASTX 

g3641863 

229 

4.0e-19 

99 

51 

(AJ005042) beta-galactosidase 



[Cicer arietinum] 



31272 

237426JL.R1040 

kll701202488.hl 

BLASTX 

gl814424 

405 

1.0e-39 

97 
76 

(U85254) homeodomain protein AHDP [Arabidopsis thaliana] 
31273 

237455J..R1040 
rlr700897282.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



31274 

237506J..R1040 

gsv701051920.hl 

BLASTX 

g3461836 

379 

3.0e-36 

189 

42 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927841 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 

31275 

237520JL.R1040 

rlr700897244.hl 

BLASTX 

g2781359 

162 

5.0e-16 

105 
54 

(AC003113) F2501.15 [Arabidopsis thaliana] 
31276 

237524_1.R1040 

fC-gmfl700897731al 

BLASTX 

g4415914 



4783 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



387 

2.0e-37 

134 

48 

(AC006282) unknown protein [Arabidopsis thaliana] 
31277 

237531_1.R1040 
rlr700898266.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



31278 

237555_1.R1040 
uC-gmf Iminsoy074c06bl 

31279 

237581JL.R1040 
gsv701043841.hl 

31280 

237637_1.R1040 
g4289894 

31281 

237687_1.R1040 

jC-gmfl02220065gl0al 

BLASTX 

g3402693 

385 

2.0e-37 

101 

83 

(AC004 697) unknown protein [Arabidopsis thaliana] 
31282 

237706JL.R1040 

uC-gmrominsoy081g!0bl 

BLASTX 

g3776029 

628 

1.0e-65 

141 
84 

(AJ010476) RNA helicase [Arabidopsis thaliana] 
31283 

237738_1.R1040 

rlr700897565.hl 

BLASTX 

gl619321 

188 

2.0e-14 

83 

42 

(Y07563) hinl [Nicotiana tabacum] 
31284 

237767 1.R1040 



4784 



5 ' -mo st EST^ 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5677100 * </ "* - - & 

BLASTX ' ' 

g4138581 

499 

3.0e-91 

239 
39 

(X98474) mitochondrial energy transfer protein [Solanum 
tuberosum] 



Seq. No. 

Contig ID 
5 T -most EST 



31285 

237845_1.R1040 
dpv701101422.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31286 

237846_1.R1040 

rlr700897740.hl 

BLASTX 

g4220537 

146 

3.0e-09 

67 

39 

(AL035356) PsRT17- 



1 like protein [Arabidopsis thaliana] 



31287 

237931JL.R1040 

uC-gmronoir 0 4 leO 6b 1 

BLASTX 

g4309698 

1085 

1.0e-119 

243 

83 

(AC006266) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31288 

237942JL.R1040 

fC-gmfl700901262al 

BLASTX 

g3687224 

496 

3.0e-50 - 

138 

69 

(AC005169) putative N-acetyl-gamma-glutamyl -phosphate 
reductase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31289 

237961_1.R1040 
rlr700897919.hl 



Seq. No. 

Contig ID 
5' -most EST 



31290 

238024_1.R1040 
uC-gmflminsoy032g07bl 



4785 



" Seq . No . :> 
Con tig ID 
5 '-most EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31291 

238093_1.R1040 
dpv701102606.hl 

31292 

238126JL.R1040 

uC-gmrominsoyl7 6ellbl 

BLASTX 

g3522931 

203 

7.0e-16 

67 

57 

(AC002535) 
thaliana] 



putative Na+/Ca2+ exchanger [Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



31293 

238166JL.R1040 

rlr700898308.hl 

BLASTX 

g2146739 

335 

1.0e-31 

100 

64 

hexokinase (EC 2, 



7.1.1) 1 - Arabidopsis thaliana >gi_881521 



(U28214) hexokinase 1 [Arabidopsis thaliana] 
31294 

238167_1.R1040 
jC-gmst02400074blldl 

31295 

238172_1.R1040 

rlr700898315.hl 

BLASTX 

g3882239 

287 

1.0e-25 

154 

42 

(AB018302) KIAA0759 protein [Homo sapiens] 
31296 

238239JL.R1040 

uC-gmrominsoyl07b04bl 

BLASTX 

g2970034 

436 

4.0e-43 

144 
50 

(D88536) delta 9 desaturase [Arabidopsis thaliana] 
31297 

238260_1.R1040 
rlr700898478.hl 



4786 



.•Method . ; ^ 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX - " 

g404688 

605 

1.0e-62 

188 
56 

(LI9074) cytochrome P450 [Catharanthus roseus] 
31298 

238322_1.R1040 

rlr700898576.hl 

BLASTX 

g3269289 

239 

4.0e-20 

71 

68 

(AL030978) putative protein [Arabidopsis thaliana] 



31299 

238434_1.R1040 

rlr700898745.hl 

BLASTX 

g3219271 

192 

5.0e-15 

64 

55 

(AB015315) MAP kinase 



kinase 4 [Arabidopsis thaliana] 



31300 

238469JL.R1040 
rlr700898803.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31301 

238534_1.R1040 
jC-gmle01810073al2dl 

31302 

238568JL.R1040 
zsg701118545.hl 

31303 

238638JL.R1040 

rlr700899094.hl 

BLASTX 

g4490730 

253 

4.0e-22 

73 

68 

(AL035709) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 
Method 



31304 

238650_1.R1040 
uC-gmrominsoy2 12d0 9b 1 
BLASTX 



4787 



NCBI GI 


g3114573 


BLAST score 


334 


E value 


4 . Oe-31 


Match length 


146 


% identity 


47 


NCBI Description 


(AF019383) l-deoxyxylulose-5 




piperita] 


Seq, No. 


31305 


Contig ID 


238652 1.R1040 


5 '-most EST 


rlr700899120.hl 


Method 


BLASTX 


NCBI GI 


g2443876 


BLAST score 


183 


E value 


1.0e-13 


Match length 


60 


% identity 


63 


NCBI Description 


(AC002294) Hypothetical prot 


Seq. No. 


31306 


Contig ID 


238670 1.R1040 


5' -most EST 


uC— gmrominsoy265b09bl 


Seq. No. 


31307 


Contig ID 


238682 1.R1040 


5 '-most EST 


rlr700899168.hl 


Method 


BLASTX 


NCBI GI 


g3150416 


BLAST score 


257 


E value 


1.0e-22 


Match length 


90 


% identity 


56 


NCBI Description 


(AC004165) putative protein 




thaliana] 


Seq. No. 


31308 


Contig ID 


238771 1.R1040 


5' -most EST 


jC-gmro02910034c02al 


Seq. No. 


31309 


Contig ID 


238847 1.R1040 


5' -most EST 


rlr700899452.hl 


Seq. No. 


31310 


Contig ID 


238854 1.R1040 


5 '-most EST 


jC-gmro02910051dl2dl 


Seq. No. 


31311 


Contig ID 


238866 1.R1040 


5 T -most EST 


rlr700¥99483.hl 


Seq. No. 


31312 


Contig ID 


238902_1.R1040 


5 '-most EST 


uC-gmf Iminsoy014c03bl 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 



5' partial [Arabidopsis 



4788 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



1.0e-10 

50 
51 

Xenopus laevis cDNA clone 27A6-1 
31313 

238987_1.R1040 
rlr700899662.hl 



Seq. No. 
Contig ID 
5' -most EST 



31314 

239004_1.R1040 
rlr700899684.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31315 

239066_1.R1040 
rlr700899820.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



31316 

239073_1.R1040 

rlr700899832.hl 

BLASTX 

g4006829 

188 

2.0e-14 

74 

54 

(AC005970) putative protein kinase [Arabidopsis thaliana] 
31317 

239116_1.R1040 

rlr700899964.hl 

BLASTX 

g3355473 

152 

2.0e-13 

89 

56 

(AC004218) hypothetical protein [Arabidopsis thaliana] 
31318 

239175_1.R1040 
zsg701121593.hl 

31319 

239185JL.R1040 

rlr700900113.hl 

BLASTX 

g3426039 

288 

4.0e-26 

82 

68 

(AC005168) unknown protein [Arabidopsis thaliana] 
31320 

239247JL.R1040 
rlr700900254.hl 



4789 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



31321 

239299_1.R1040 
g4297487 

31322 

239371JL.R1040 

rlr700900511.hl 

BLASTX 

g3355467 

203 

7.0e-16 

99 
45 

(AC004218) hypothetical protein [Arabidopsis thaliana] 
31323 

239388_1.R1040 

rlr700900537.hl 

BLASTX 

g3096947 

481 

1.0e-48 

105 

86 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

31324 

239402JL.R1040 
rlr700900553.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31325 

239407_1.R1040 

rlr700900558.hl 

BLASTX 

g2129635 

443 

5.0e-44 

141 

62 

light repressible receptor protein kinase - Arabidopsis 
thaliana >gi_1321686_emb_CAA66376_ (X97774) light 
repressible receptor protein kinase [Arabidopsis thaliana] 

31326 

239451_1.R1040 

rlr700900625.hl 

BLASTX 

gl710628 

185 

1.0e-13 

78 

15 

HETEROGENEOUS NUCLEAR RIBONUCLEOPROTEIN F (HNRNP F) 

>gi_631210_pir S43484 hnRNP F protein - human >gi_452048 

(L28010) HnRNP F protein [Homo sapiens] 



4790 



1) 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



31327 

239462JL.R1040 

rlr700900644.hl 

BLASTX 

g2288994 

160 

5.0e-24 

155 

43 

(AC002335) hypothetical protein [Arabidopsis thaliana] 
31328 

239564JL.R1040 
rlr700900813.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31329 

23$565JL.R1040 
rlr700900850.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



31330 

239566_1.R1040 

jC-gmfl02220069blldl 

BLASTX 

g464900 

291 

3.0e-26 

68 

81 

PUTATIVE KINASE-LIKE PROTEIN TMKL1 PRECURSOR 

>gi_539008_pir S39476 kinase-like transmembrane protein 

TMKL1 precursor - Arabidopsis thaliana 
>gi_313190_emb_CAA51385_ (X72863) TMKL1 [Arabidopsis 
thaliana] 

31331 

239609JL.R1040 
rlr700900878.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



31332 

239621_1.R1040 
uC-gmrominsoy079h09bl 

31333 

239761_1.R1040 

gsv701047017.hl 

BLASTX 

g2244869 

156 

2.0e-10 

84 
44 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
31334 

239812JL.R1040 
epx701107156.hl 
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Method 


BLASTX 


NCBI GI 


g3114573 


BLAST score 


507 


E value 


1. Oe-51 


Match length 


105 


% identity 


88 


NCBI Description 


(AF019383) 1-deoxyxylulose— 5-phosphate synthase [Mentha 




piperita] 


Seq. No. 


31335 


Contig ID 


239842 1.R1040 


5 '-most EST 


jC-gmle01810085b09dl 


Method 


BLASTX 


NCBI GI 


g2191127 


BLAST score 


517 


E value 


1. Oe-52 


Match length 


111 


% identity 


94 


NCBI Description 


(AF007269) A IG002N01 1 aene nroduct TArabidonsi*? thai i 


Seq. No. 


31336 


Contig ID 


239857 1.R1040 


5' -most EST 


jC-gmro02910008d04dl 


Method 


BLASTX 


NCBI GI 


g4468994 


BLAST score 


657 


E value 


1.0e-102 


Match length 


268 


% identity 


67 


NCBI Description 


(AL035605) putative protein [Arabidopsis thaliana] 


Seq. No. 


31337 


Contig ID 


239859 1 R1040 


5 1 -most EST 


nf- rrmr-OTTl i nqnvl 0SHfl?h1 

ull.i.J_ WILL.]- J. 1 O V «L. KJ *J \JL\J £iJJ J- 


Seq. No. 


31338 


Contig ID 


239871 1.R1040 


5 ' -most EST 


hrw701058964 .hi 


Method 


BLASTX 


NCBI GI 


g2244993 


BLAST score 


623 


E value 


5.0e-65 


Match length 


146 


% identity 


77 


NCBI Description 


(Z97341} siniilaritv tn AMP-prt - "i va"t~e*ri nrn^Pi n Ir-l na<?P hpf , 




TArabidoDsis thaliana! 


Seq. No. 


31339 


Contig ID 


239879 1 R1040 


5 f -most EST 


asn701142909.h2 


Method 


BLASTX 


NCBI GI 


g3319357 


BLAST score 


147 


E value 


1.0e-09 


Match length 


94 


% identity 


43 


NCBI Description 


(AF077407) contains similarity to phosphoenolpyruvate 



4792 



Seq. No. 
Contig ID 
5 '-most EST 



synthase (ppsA) (GB:AE001056) [Arabidopsis thaliana] 
31340 

239880_1.R1040 
rlr700901284.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31341 

239912_1.R1040 
dpv701101235.hl 



31342 

239922_1. 

g5605974 

BLASTX 

gl781299 

186 

9.0e-14 

56 

66 

(Y09506) 
tabacum] 



R1040 



transformer-SR ribonucleoprotein [Nicotiana 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



31343 

239956J..R1040 

jC-gmro02910027c06al 

BLASTX 

g3335359 

188 

4.0e-14 

96 
35 

(AC003028) unknown protein [Arabidopsis thaliana] 
31344 

239968JL.R1040 
gsv701052113.hl 

31345 

240065_1.R1040 

g4305686 

BLASTX 

g2911077 

284 

2.0e-25 

106 

48 

(AL021960) gibberellin 20-oxidase - like protein 
[Arabidopsis thaliana] 

31346 

240079JL.R1040 

rlr700901591.hl 

BLASTX 

g285741 

145 

4.0e-09 

45 



4793 



# 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



62 

(D14550) EDGP precursor [Daucus carota] 
31347 

240178_1.R1040 

gsv701055354.hl 

BLASTX 

g2444231 

196 

3.0e-15 

62 

58 

(AF026267) ethylene receptor homolog [Nicotiana tabacum] 
31348 

240208_1.R1040 
rlr700901829.hl 



Seq. No. 
Contig ID 
5' -most EST 



31349 

240268JL.R1040 
rlr700901923.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31350 

240298_1.R1040 
rlr700902304.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seqi No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



31351 

240373_1.R1040 

kll701210880.hl 

BLASTX 

g3688284 

233 

8.0e-20 

61 

69 

(AJ011567) lanatoside 15 ' -O-acetylesterase [Digitalis 
lanata] 

31352 

240385JLR1040 

uC-gmrominsoy2 5 8b0 Ibl 

BLASTX 

g3036871 

319 

1.0e-35 

127 

61 

(AJ005340) IAA amidohydrolase [Linum usitatissimum] 
31353 

240412_1.R1040 
uC-gmronoir070cl0bl 

31354 

240412_2.R1040 
uC-gmrominsoyl27h01bl 



4794 



Seq. No. 
Contig ID 
5 '-most EST 



31355 

240434JL.R1040 
rlr700902244.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 



31356 

240481_1.R1040 

zsg701121831.hl 

BLASTX 

g2194117 

379 

2.0e-36 

127 

60 

(AC002062) Strong similarity to Arabidopsis receptor 
protein kinase PR5K (gb_ATU48698) . [Arabidopsis thaliana] 

31357 

240488J..R1040 
jC-gmst02400014a03al 

31358 

240525_1.R1040 
rlr700902392.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31359 

240533_1.R1040 
rlr700902407.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



31360 

240534_1.R1040 
jC-gmro02910044b02al 

31361 

240727JL.R1040 
uC-gmrominsoy300g02bl 

31362 

240789JL.R1040 

uC-gmropic014fl2bl 

BLASTX 

g4204295 

286 

2.0e-25 

173 

38 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

31363 

240819JLR1040 
epx701104050.hl 

31364 

240823_1.R1040 
uC-gmrominsoylllg05bl 



Seq. No. 



31365 



4795 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



24£830_1.R1040 
jC-gmfl02220132ag07dl 

31366 

240839_1.R1040 
uC-gmronoir011c08bl 

31367 

240935_1.R1040 

uC-gmrominsoy262g09bl 

BLASTX 

gl657615 

379 

2.0e-36 

99 

72 

(U72502) Glp [Arabidopsis thaliana] >gi_3068706 (AF049236) 
putative transmembrane protein Glp [Arabidopsis thaliana] 

31368 

240944_1.R1040 

dpv701098646.hl 

BLASTN 

g3128137 

50 

3.0e-19 

126 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, 
K9I9, complete sequence [Arabidopsis thaliana] 

31369 

240950J..R1040 
dpv701097313.hl 

31370 

240989_1.R1040 
uC-gmrominsoy043hl0bl 
BLASTX 
g4335751 
183 

1.0e-21 

125 
45 

(AC006284) 
thaliana] 



TAC clone: 



putative methyltransferase [Arabidopsis 



31371 

240993_1.R1040 

dpv701097361.hl 

BLASTX 

g4006915 

143 

6.0e-09 

75 

47 

(Z99708) hypothetical protein 



[Arabidopsis thaliana] 



4796 



€1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.7.1.-) CDPK6 - 
S71901 



31372 

241096JL.R1040 
uC-gmf IminsoyO 4 5a0 6b 1 
BLASTX 
g2129550 
146 

2.0e-09 
33 
82 

calcium-dependent protein kinase (EC 

Arabidopsis thaliana >gi_2129554_pir 

calcium-dependent protein kinase 6 - Arabidopsis thaliana 
>gi_836940 (U20623) calcium-dependent protein kinase 
[Arabidopsis thaliana] >gi_836944 (U20625) 
calcium-dependent protein kinase [Arabidopsis thaliana] 
>gi_4454034_emb_CAA23031.1_ (AL035394) calcium-dependent 
protein kinase (CDPK6) [Arabidopsis thaliana] 

31373 

241097JL.R1040 

uC-gmrominsoy062e01bl 

BLASTX 

gl666096 

249 

3.0e-21 

89 

56 

(Y09113) dioxygenase [Marah macrocarpus] 



Seq. No. 
Contig ID 
5 '-most EST 



31374 

241150__1.R1040 
dpv701098766.h2 



Seq. No. 
Contig ID 
5 T -most EST 



31375 

241169_1.R1040 
dpv701097591.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



31376 

241230_1.R1040 

uC-gmrominsoy247allbl 

BLASTX 

g2191151 

246 

1.0e-20 

164 

35 

(AF007269) contains similarity to membrane associated 
salt-inducible protein [Arabidopsis thaliana] 

31377 

241242_1.R1040 
dpv701097695.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31378 

241259_1.R1040 
g4297977 



4797 



Seq. No. 


31379 


Contig ID 


241275 1.R1040 


5 '-most EST 


leu701157858.hl 


Seq. No. 


31380 


Contig ID 


241276 1.R1040 


5 1 -most EST 


dpv701097780.hl 


Seq. No. 


31381 


Contig ID 


241355 1.R1040 


5' -most EST 


dpv701097986.hl 


Method 


BLASTX 


NCBI GI 


g4454019 


BLAST score 


234 


E value 


2.0e-19 


Match length 


95 


% identity 


53 


NCBI Description 


(AL035396) SRG1- 


Seq. No. 


31382 


Contig ID 


241369 1.R1040 


5 1 -most EST 


dpv701098007.hl 


Seq. No. 


31383 


Contig ID 


241392 1.R1040 


5' -most EST 


uC-gmrominsoy2 4 1 


Method 


BLASTX 


NCBI GI 


g4218011 


BLAST score 


481 


E value 


3.0e-48 


Match length 


187 


% identity 


53 


NCBI Description 


(AC006135) putat 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 
Method 



>gi_4309721_gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 

31384 

241475_1.R1040 

dpv701098205.hl 

BLASTX 

g3522939 

260 

2.0e-22 

87 

57 

(AC004411) putative squamosa -promoter binding protein 
[Arabidopsis thaliana] 

31385 

241475_2.R1040 
jC-gmro02910037h09al 

31386 

241495_1.R1040 

jC-gmle01810042g06al 

BLASTN 



4798 



NCBI GI 


g349158 


BLAST score 




E value 


1.0e-155 


Match length 


436 


% identity 


92 


NCBI Description 


Vigna aconitifolia 


Seq. No. 


31387 


Contig ID 


241512 1.R1040 


5' -most EST 


epx701107812.hl 


Method 


BLASTX 


NCBI GI 


g4432814 


BLAST score 


399 


E value 


1.0e-38 


Match length 


134 


% identity 


57 


NCBI Description 


(AC006593) unknown 


Seq. No. 


31388 


Contig ID 


241513 1.R1040 


5' -most EST 


zsg701123289.hl 


Seq. No. 


31389 


Contig ID 


241531 1.R1040 


5' -most EST 


kll701211402.hl 


Method 


BLASTX 


NCBI GI 


gl809127 


BLAST score 


239 


E value 


2.0e-20 


Match length 


76 


% identity 


54 


NCBI Description 


(U77674) terminal 



wer 1 [Arabidopsis thaliana] 
>gi_2208929_dbj_BAA20483_ (D86932) terminal flowerl 
[Arabidopsis thaliana] >gi_2208931_dbj_BAA20484_ (D87130) 
terminal flowerl [Arabidopsis thaliana] 
>gi_2208933__dbj_BAA20485_ (D87519) terminal flowerl 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



31390 

241534_1.R1040 
dpv701098921.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31391 

241540JL.R1040 

dpv701102459.hl 

BLASTX 

gl491776 

201 

7.0e-16 

56 
71 

(M37636) cationic peroxidase [Arachis hypogaea] 



Seq. No. 
Contig ID 
5 '-most EST 



31392 

241551_1.R1040 
dpv701098365.hl 



4799 



Seq. No., . 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31393 

241562_l.Rl040 

dpv701098389.hl 

BLASTX 

gl086252 

380 

1.0e-36 

130 
56 

sucrose cleavage protein - Potato >gi_707001_bbs_157931 
(S74161) sucrolytic enzyme/ferredoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 



Seq, No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



31394 

241628_1,R1040 

dpv701098513.hl 

BLASTX 

g3367519 

184 

6.0e-26 

142 

51 

(AC0G4392) Contains similarity to gb_U51898 

Ca2+- independent phospholipase A2 from Rattus norvegicus« 

[Arabidopsis thaliana] 



31395 

241715_1.R1040 

dpv701103463.hl 

BLASTX 

g2765093 

227 

6.0e-19 

95 
51 

(Y10983) putative cytochrome P450 



[Glycine max] 



31396 

241720_1.R1040 
zsg701123531.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



31397 

241774_1.R1040 

dpv701098794.h2 

BLASTX 

g4454482 

283 

1.0e-25 

78 

65 

(AC006234) hypothetical protein [Arabidopsis thaliana] 
31398 

241778_1.R1040 

xzy700966851.hl 

BLASTX 



4800 



.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl575556 
224 

2.0e-54 

131 

85 

(U66299) acyl-CoA oxidase homolog [Phalaenopsis sp. 'True 
Lady'] 

31399 

241794__1.R1040 
uC-gmrominsoy045h04bl 

31400 

241850_1.R1040 

dpv701098934.hl 

BLASTX 

g2262116 

143 

6.0e-09 

116 

36 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 
31401 

241891JL.R1040 
dpv701099004.hl 

31402 

241898_1.R1040 
gsv701051813.hl 

31403 

241909_1.R1040 
dpv701099026.hl 



31404 

241912JL.R1040 

jC-gmst02400062b05dl 

BLASTX 

gl346261 

240 

4.0e-20 

63 

68 

GLUTAMYL-TRNA REDUCTASE 2 
>gi_1015319_dbj_BAA11091_ 
[Cucumis sativus] 



PRECURSOR (GLUTR) 

(D67088) glutamyl-tRNA reductase 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



31405 

241950_1.R1040 
dpv701099090.hl 

31406 

241992JL.R1040 
asn701141457.hl 



Seq. No. 



31407 



4801 



# 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



242029J..R1040 
dpv701099213.hl 

31408 

242047J..R1040 

uC-gmrominsoy041c04bl 

BLASTX 

g3252866 

285 

2.0e-25 

88 

60 

(AF033535) putative zinc transporter 



[Arabidopsis thaliana] 



31409 

242047_2.R1040 

uC-gmronoir024d04bl 

BLASTX 

g2388566 

222 

4.0e-18 

93 

46 

(AC000098) Similar to Arabidopsis Fe(II) 
(gb_U27590) . [Arabidopsis thaliana] 



transport protein 



31410 

242075_1, 

g4290344 

BLASTX 

gl781326 

372 

2.0e-35 

139 

55 

(Y10464) 



R1040 



peroxidase [Spinacia oleracea] 



31411 

242091JL.R1040 

dpv701099303.hl 

BLASTN 

g!66929 

70 

3.0e-31 

156 

91 

A. thaliana ubiquitin extension protein 
complete cds 

31412 

242156_1.R1040 

dpv701099383.hl 

BLASTX 

g2642445 

205 

8.0e-16 

122 



(UBQ1) gene, 



4802 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



43 

(AC002391) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

31413 

242217_1.R1040 

fua701043047.hl 

BLASTX 

g!781279 

151 

4.0e-10 

62 
45 

(Y10455) MtN13 [Medicago truncatula] 
31414 

242300_1.R1040 
dpv701099685.hl 

31415 

242328_1.R1040 
dpv701099656.hl 

31416 

242354 JL. R1040 
dpv701099701.hl 

31417 

242369_1.R1040 

fua701036913.hl 

BLASTN 

g!8590 

433 

0.0e+00 

507 

100 

G.max GH3 gene for auxin-regulated protein 
31418 

242378_1.R1040 
uC-gmrominsoyl26e03bl 

31419 

242378_2.R1040 
dpv701099729.hl 

31420 

242480JL.R1040 

jC-gmst02400049a09al 

BLASTX 

g2292907 

527 

8.0e-54 

151 

34 

(Y10099) P-glycoprotein homologue [Hordeum vulgare] 



4803 





31421 




242546 1.R1040 


5 T -most EST 


uC-gmrominsoy25 6g0 lbl 


1X1 C LI1UU. 


J—J XiiikJ J- /\ 


NCBI GI 


g2920839 


BLAST score 


341 




6.0e-32 


M^tph "I ^ncrrh 


142 


% identity 


44 


NCBI Description 


(U95136) 0s-FIERG2 gene product [Oryza sativa] 




31422 


Cnntia ID 


242555 1.R1040 


O IllOo L HjDI 


cinv7010~99968 hi 




31423 


Pont i rr TD 


242592 1.R1040 


5' -most EST 


uC-gmrominsoyl09bl0bl 




BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


P Tra 1 no 
Hi vai Lie 


1 . Oe-10 




48 


% identity 


65 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Q rr 

oeq • wo . 




Contig ID 


242603 1.R1040 


5' -most EST 


dpv701100033.h2 




31425 




242608 1.R1040 


D most- rjoi 


rirw7 D1 To fl 0 4 ^ h? 






Lonuiy x.u 


?4?6^4 1 R1040 




a55089^6 


A A i^i -1— Vi /^/H 

ixietiiocj. 




NCBI GI 


g2088647 


BLAST score 


473 


E value 


3.0e-47 


Match length 


163 


% identity 


64 


NCBI Description 


(AF002109) hypothetical protein [Arabidopsis t 



>gi_3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31427 

242758JL.R1040 

dpv701100380.hl 

BLASTX 

g3868940 

145 

1. Oe-10 

63 

57 

(AB015054) Alg2 



[Rhizomucor pusillus] 



4804 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_3868942_dbj_BAA34297_ (AB015055) Alg2 [Rhizomucor 
pusillus] - 

31428 

242767_1.R1040 

dpv701100283.hl 

BLASTX 

g2961380 

183 

1.0e-13 

45 

67 

(AL022141) putative protein [Arabidopsis thaliana] 
31429 

242808JL.R1040 
dpv701100346.hl 

31430 

242861_1.R1040 

uC-gmrominsoyl80a09bl 

BLASTX 

g2465923 

270 

2.0e-23 

91 

55 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

31431 

242862_1.R1040 

jC-gmfl02220085g05al 

BLASTX 

g3643603 

240 

370e-20 

118 

49 

(AC005395) unknown protein [Arabidopsis thaliana] 
31432 

242864JL.R1040 

jC-gmst02400008gl2dl 

BLASTX 

gll70409 

190 

2.0e-14 

53 

72 

HOMEOBOX-LEUCINE ZIPPER PROTEIN HAT 2 2 (HD-ZIP PROTEIN 22) 
>gi_549887 (U09336) homeobox protein [Arabidopsis thaliana] 
>gi_549888 (U09337) homeobox protein [Arabidopsis thaliana] 
>gi_4490724_emb_CAB38927.1__ (AL035709) homeobox protein 
HAT22 [Arabidopsis thaliana] 



Seq. No. 



31433 



4805 



Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



242869_1.R1040 

fua701038752.hl 

BLASTX 

gl279640 

185 

6.0e-14 

52 
69 

(X92204) NAM [Petunia x hybrida] 
31434 

242884JL.R1040 
dpv701100446.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



31435 

242928JL.R1040 
jC-gmro02800039d01al 

31436 

242932JL.R1040 

dpv701100514.hl 

BLASTX 

gl752734 

517 

2.0e-52 

166 

63 

(D78510) beta-glucan-elicitor receptor [Glycine max] 
31437 

242940_1.R1040 
uC-gmropicllle08bl 

31438 

242961JL.R1040 

dpv701100548.hl 

BLASTX 

gl255951 

612 

8.0e-64 

152 

78 

(X96932) PS60 [Nicotiana tabacum] 
31439 

242963_1.R1040 

dpv701100551.hl 

BLASTX 

gl546704 

245 

4.0e-21 

95 

51 

(X98854) peroxidase ATP7a [Arabidopsis thaliana] 
31440 

242981 1.R1040 



4806 



5 1 -mast EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dpv701100579.hl 

BLASTX * 

gll69892 

177 

3.0e-13 

65 
54 

PUTATIVE GLUCOSAMINE — FRUCTOSE- 6 - PHOS PHATE AMINOTRANSFERASE 
(ISOMERIZING) (HEXOSEPHOS PHATE AMINOTRANSFERASE) 
(D-FRUCTOSE-6-PHOSPHATE AMI DOT RANSFE RASE) (GFAT) 

>gi_1006748_emb_CAA90824_ (Z54140) 

glucosamine- fructose-6-phosphate aminotransferase 
[Schizosaccharomyces pombe] >gi_3560205_emb_CAA20758_ 
(AL031536) glucosamine — f ructose-6-phosphate 

aminotransferase (isomerizing) [Schizosaccharomyces pombe] 



Seq. No. 
Contig ID 
5' -most EST 



31441 

243021JL.R1040 
dpv701100648.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31442 

243022J..R1040 

jC-gmro02800034f04al 

BLASTX 

g2346974 

177 

7.0e-13 

69 
58 

(AB006599) ZPT2-12 [Petunia x hybrida] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31443 

243023J..R1040 

jC-gmro02910031d02al 

BLASTX 

gl732513 

431 

1.0e-51 

125 
79 

(U62743) snapdragon myb protein 305 homolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31444 

243044_1.R1040 

hrw701062605.hl 

BLASTX 

g2342682 

296 

8.0e-27 

77 

77 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577). [Arabidopsis thaliana] 



Seq* No. 
Contig ID 



31445 

243049 1.R1040 



4807 



5' -most EST A 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dpv701100682.hl 
31446 

243054JL.R1040 
dpv701100688.hl 

31447 

243138J..R1040 

uC-gmronoir029bl0bl 

BLASTX 

g3135253 

363 

2.0e-34 
151 
51 

(AC003058] 
thaliana] 



putative receptor protein kinase [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



31448 

243184J..R1040 

fC-gmse7000756053rl 

BLASTX 

g4006914 

206 

4.0e-16 

56 

73 

(Z99708) serine C-palmitoyltransf erase like protein 
[Arabidopsis thaliana] 

31449 

243237JL.R1040 

jC-gmle01810018a01a2 

BLASTX 

g4455334 

189 

3.0e-14 

119 
37 

(AL035525) myosin-like protein [Arabidopsis thaliana] 
31450 

243261_1.R1040 
dpv701100953.hl 

31451 

243330_1.R1040 
jC-gmro02800034h07al 

31452 

243360_1.R1040 
jC-gmro02800040f02al 

31453 

243368JL.R1040 
jC-gmro02910008gllal 



4808 



(!) 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31454 

243373_1.R1040 

uC- gmr omins oy 0 8 7 a 0 3 b 1 

BLASTN 

gI69980 

438 

0.0e+00 

446 

100 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
31455 

243460JL.R1040 
zsg701127693.hl 

31456 

243463_1.R1040 

uC-gmropicl05hl0bl 

BLASTX 

g4263784 

265 

3.0e-23 

67 

70 

(AC006068) putative glycogenin-2 protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



31457 

243464_1.R1040 
uC-gmr omins oy 1 8 2b 0 3b 1 

31458 

243542JL.R1040 

dpv701101402.hl 

BLASTX 

g4469009 

181 

2.0e-13 

81 

49 

(AL035602) putative protein [Arabidopsis thaliana] 
31459 

243599_1.R1040 

dpv701103581.hl 

BLASTX 

g2879799 

138 

l-0e-08 

34 

79 

(AL021813) 60s ribosomal protein [Schizosaccharomyces 
pombe] 

31460 

243662_1.R1040 
uC-gmrominsoyll0hl2bl 



4809 



Method 

NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g629561 

218 

1.0e-17 

108 

39 

SRG1 protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654_ (X79052) SRG1 
thaliana] 



[Arabidopsis 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31461 

243690_1.R1040 

dpv701101586.hl 

BLASTX 

g!935918 

156 

1.0e-10 

84 

48 

(U93559) putative serine/threonine protein kinase [Brassica 
rapa] 







Lonng id 




5' -most EST 


dpv70lT01644.hl 


oeq. LNO. 


Jl4 Oj 


uoncig lu 


Z4o/OU J-.KXU'fiU 


D most, aoi 


uL yiuronoiru f± seu jjji 


Method 




NCBI GI 


g629669 


BLAST score 


174 


E value 


1.0e-12 


Match length 


87 


% identity 


47 


NCBI Description 


hypothetical protein 


Seq. No. 


31464 


Contig ID 


243766 1.R1040 


5 T -most EST 


dpv701101709.hl 


Seq. No. 


31465 


Contig ID 


243771 1.R1040 


5 T -most EST 


dpv701101750.hl 


Seq. No. 


31466 


Contig ID 


243821 1.R1040 


5 '-most EST 


g4291282 


Seq. No. 


31467 


Contig ID 


243874_1.R1040 


5 '-most EST 


jC-gmro02910048e02al 


Seq. No. 


31468 


Contig ID 


243912 1.R1040 


5' -most EST 


dpv701101924.hl 


Method 


BLASTX 



4810 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3850582 
335 

4.0e-31 

111 

61 

(AC005278) F15K9.14 [Arabidopsis thaliana] 
31469 

243919_1.R1040 

uC-gmropicll0f08bl 

BLASTX 

g3550661 

441 

7.0e-44 

121 
46 

(AJ001310) 39 kDa EF-Hand containing protein [Solanum 
tuberosum] 



Seq. No. ^ 


01 A *7 n 

,314 /U 


Contig ID 


ZQoyA/. 1.K1U4U 


5 -most bo I 


zsg/u±xx / f d I * ii£ 


Method 


T3T 7\ C T V 


NCBI GI 


gi4blu /o 


BLAST score 


Zo4 


E value 


1 . Oe-iy 


Match length 


118 


% identity 


41 


NCBI Description 


(ALUjIozo) putative protein L^raxjiuupa-Ls t-j.ici-L_Leu.ia. 


Seq. No. 


31471 


Contig ID 


243958 1.R1040 


O — IllOSl- ttO 1 




Method 


BLASTX 


NCBI GI 


g3258568 


BLAST score 


218 


E value 


1.0e-17 


Match length 


114 


% identity 


46 


NCBI Description 


(U89959) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


31472 


Contig ID 


243969 1.R1040 


5 '-most EST 


jC-gmro02910069b03al 


Method 


BLASTX 


NCBI GI 


g3510249 


BLAST score 


452 


E value 


5.0e-45 


Match length 


143 


% identity 


57 


NCBI Description 


(AC005310) unknown protein [Arabidopsis thaliana] 


Seq. No. 


31473 


Contig ID 


244031 1.R1040 


5' -most EST 


dpv701102116.hl 


Seq. No. 


31474 



4811 



(I) 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



244083JL.R1040 
epx701104596.hl 

31475 

244118JL.R1040 

dpv701102217.hl 

BLASTX 

g3127045 

200 

5.0e-32 

172 

48 

(AF020545) bHLH transcription factor JAF13 [Petunia x 
hybrida] 

31476 

244177JL.R1040 
jC-gmro02910046g04dl 

31477 

244251_1.R1040 
dpv701102403.hl 

31478 

244254_1.R1040 

kll701204911,hl 

BLASTX 

g2136107 

231 

6.0e-19 

150 
36 

retinoblastoma protein binding protein RBQ-3 - human 
>gi_755750_emb_CAA59446_ (X85134) RB protein binding 
protein [Homo sapiens] 

31479 

244262J..R1040 
jC-gmle01810056d07al 

31480 

244302_1.R1040 

fua701042796.hl 

BLASTX 

g4206210 

402 

3.0e-39 

137 

56 

(AF071527) putative calcium channel [Arabidopsis thaliana] 
>gi_4263043_gb_AAD15312_ (AC005142) putative calcium 
channel [Arabidopsis thaliana] 

31481 

244466_1.R1040 

dpv701102676.hl 

BLASTN 



4812 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2264318 

34 t 

9.0e-10 

116 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MUP24, complete sequence [Arabidopsis thaliana] 

31482 

244467_1.R1040 

gsv701044845.hl 

BLASTX 

gl002796 

186 

3.0e-14 

57 

63 

(U33915) CpmlO [Craterostigma plantagineum] 
31483 

244522_1.R1040 

dpv701102747.hl 

BLASTX 

g3779024 

554 

4.0e-57 

122 

87 

(AC005171) unknown protein [Arabidopsis thaliana] 
31484 

244543_2.R1040 
jC-gmst02400054g08al 

31485 

244603_1.R1040 
jC-gmle01810003g02dl 

31486 

244682JL.R1040 
dpv701102942.hl 

31487 

244709JL.R1040 
dpv701102973.hl 

31488 

244711_1.R1040 

dpv701102975.hl 

BLASTX 

g4006829 

265 

3.0e-23 

70 

73 

(AC005970) putative protein kinase [Arabidopsis thaliana] 



4813 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31489 

244721JL.R1040 

asn701142469.hl 

BLASTX 

g2388580 

451 

3.0e-45 

94 

87 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb_1253956) . [Arabidopsis thaliana] 

31490 

244727JL.R1040 
uC-gmrominsoy233e04bl 

31491 

244791_1.R1040 

uC-gmropic078cl2bl 

BLASTX 

g2569940 

342 

3.0e-32 

134 

51 

(Y15194) GRS protein [Arabidopsis thaliana] 
31492 

244834JL.R1040 

dpv701103152.hl 

BLASTX 

g4572669 

666 

4.0e-70 

154 

82 

(AC006954) putative glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



31493 

244954JL.R1040 
gsv701053674.hl 

31494 

244974J..R1040 
uC-gmropicllOallbl 

31495 

245045_1.R1040 
jC-gmro02 91005 9a03dl 

31496 

245144_1.R1040 

leu701150419.hl 

BLASTX 

g4371280 

355 



4814 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



9.0e-34 

113 

59 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
31497 

245173J..R1040 

uC - gmr omins oy 2 4 8 f 1 lb 1 



Seq. No. 
Contig ID 
5' -most EST 



31498 

245240JL.R1040 
fua701037513.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



31499 

245253_1.R1040 
xzy700966706.hl 

31500 

245347JL.R1040 

xzy700966827.hl 

BLASTX 

g3116212 

365 

5.0e-35 

79 

89 

(AB004797) homeobox gene [Nicotiana tabacum] 
31501 

245395_1.R1040 
xzy700966883.hl 

31502 

245399JL.R1040 
jC-gmro02910037gllal 

31503 

245413_1.R1040 
fua701036906.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31504 

245429_1.R1040 

fua701036924.hl 

BLASTX 

gl946355 

299 

2.0e-27 

93 

65 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



31505 

245434_1.R1040 
jsh701063843.hl 



4815 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



31506 

245437JL.R1040 
jC-gmfl02220071el2al 

31507 

245441JL.R1040 
fua701036936.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



31508 

245445JL.R1040 

jC-gmro02910036a04dl 

BLASTX 

gl654140 

169 

8.0e-12 

56 

62 

(U37840) lipoxygenase [Lycopersicon esculentum] 
31509 

245447JL.R1040 

fua701036942.hl 

BLASTX 

g!172874 

179 

3.0e-13 

51 
59 

DEHYDRATION-RESPONSIVE PROTEIN RD22 PRECURSOR 

>gi_479589_pir S34823 dehydration-induced protein RD22 - 

Arabidopsis thaliana >gi_391608_dbj_BAA0154 6_ (D10703) rd22 

[Arabidopsis thaliana] >gi_447134_prf 1913421A rd22 gene 

[Arabidopsis thaliana] 

31510 

245455JL.R1040 
uC-gmrominsoy045d09bl 

31511 

245456_1.R1040 
fC-gmst700893453d3 

31512 

245483JL.R1040 

fua701036984.hl 

BLASTX 

g3941448 

424 

4.0e-48 

110 

85 

(AF062878) putative transcription factor [Arabidopsis 
thaliana] 

31513 

245490JL.R1Q40 
fua701036991.hl 



4816 



Seq. No, 


31514 


Contig ID 


245609 1.R1040 


5 '-most EST 


jC-gmro02910022e08al 


Method 


BLASTX 


NCBI GI 


g3269301 


BLAST score 


288 


E value 


3.0e-47 


Match length 


148 


% identity 


63 


NCBI Description 


(AL030978) putative protein [Arabidopsis thaliana] 


Seq. No. 


31515 


Contig ID 


245614 1.R1040 


5 '-most EST 


uC-gmrominsoyl94d08bl 


Method 


BLASTX 


NCBI GI 


g3860266 


BLAST score 


147 


E value 


2.0e-09 


Match length 


85 


% identity 


18 


NCBI Description 


(AC005824) hypothetical protein [Arabidopsis thaliana' 


Seq. No. 


31516 


Contig ID 


245623 1.R1040 


5' -most EST 


fua701037159.hl 


Method 


BLASTX 


NCBI GI 


g3941524 


BLAST score 


400 


E value 


3.0e-39 


Match length 


83 


% i dent it v 


83 


NCBI Description 


(AF062916) putative transcription factor [Arabidopsis 




thaliana] 


Seq. No. 


31517 


Contig ID 


245645 1.R1040 


5' -mo st EST 


fua701037181.hl 


Method 


BLASTX 


NCBI GI 


g3395440 


BLAST score 


295 


E value 


9.0e-27 


Match length 


95 


% identity 


57 


NCBI DescriDtion 


(AC004683) hvoothetical Drotein FArabidoosis thaliana 


Sea. No. 


31518 


Contig ID 


245688 1.R1040 


5 '-most EST 


jC-gmst02400027f08dl 


Method 


BLASTX 


NCBI GI 


g2606077 


BLAST score 


261 


E value 


1.0e-22 


Match length 


74 


% identity 


62 


NCBI Description 


(AF030301) auxin-induced protein [Helianthus annuus] 



4817 



Kj \^ * \J • 


31519 


Conticr ID 


245703 1.R1040 


5 '-most EST 


fua701037254.hl 


Method 


BLASTX 


NCRT QX 


g3341678 


BLAST score 


161 


E value 


5.0e-ll 


Match length 


71 


% identity 


48 


NCBI Description 


(AC003672) putative zinc finger protein [Arabidopsis 




thalianal 


Qpn Ma 


31520 


font - i rr TD 


245705 1 R1040 


5" -most EST 


uC-gmronoir034h07bl 


Method 


BLASTX 


NCBI GI 


g2292907 


BLAST score 


579 


E value 


2.0e-62 


Matph 1 pncrth 


217 


% identity 


32 




(Y10099) P-glycoprotein homologue [Hordeum vulgare] 


Qprr Nn 


31521 


fnnt in TD 


245719 1.R1040 


5' -most EST 


uC— gmropic033a03bl 


Mpthod 


BLASTX 


NCBI GI 


g4097522 


BLAST score 


381 


E value 


8.0e-37 


Mafrh 1 print li 


88 


% i ripnt "i t v 


81 




(nfi^^l rinnamvl alcohol dehvdroaenase TFraaaria x 




CLl 1CX11CI O O CI J 




31522 




245810 1 R1040 


5 T -most EST 


fua701037375.hl 


L1C LilUU 


BLASTX 


NCBI GI 


g2465008 


BLAST score 


618 


E value 


4 . Oe-64 


Match lencrth 


162 


% i ripri 1 1 1 v 


73 


J, N Vt> U -L J— ' COUJ 1_ k-/ J. w 1 1 


(AJ001445) ripening— induced protein [Fragaria vesca 




31523 
jut. j 


Pont" i rr TD 


245841 1 R1040 


5 1 -most EST 


fua7010~37419.hl 


Method 


BLASTX 


NCBI GI 


g3068705 


BLAST score 


156 


E value 


2.0e-10 


Match length 


84 


% identity 


45 


NCBI Description 


(AF049236) unknown [Arabidopsis thaliana] 



4818 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



€1 



31524 

245853JL.R1040 
jC-gmfl02220142c01al 

31525 

245889_1.R1040 
fua701037472.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31526 

245912_1.R1040 

g4276943 

BLASTX 

g3080393 

393 

4.0e-38 

77 

90 

(AL022603) NADH dehydrogenase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



31527 

245927JL.R1040 
fua701037534.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



31528 

246084_1.R1040 

fua701037815.hl 

BLASTX 

g3785989 

135 

6.0e-18 

63 

79 

(AC005560) unknown protein [Arabidopsis thaliana] 
31529 

246117_1.R1040 

jC-gmst02400058fl2al 

BLASTX 

g4056421 

165 

3.0e-ll 

36 
75 

(AC005322) Similar to gb_Z30094 basic transcripion factor 
2, 44 kD subunit from Homo sapiens. EST gb__W43325 comes 
from this gene. [Arabidopsis thaliana] 

31530 

246153JL.R1040 
leu701152312.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



31531 

246155_1.R1040 

uC-gmropic039b08bl 

BLASTX 

g2982434 



4819 



fl 



BLAST score 


448 


P 1 it a ] np 

X-J V U-X L-i w 


3. Oe-44 


ruciui— li Lii 


144 


i> j_Q.eiiL--L.uy 


60 


LNL-13X UcbOXipLlUIl 


(AT.fi???? A) nutative orotein TArabidopsis- thai 


O C • L\ \J • 


31532 


Pnnf i rr TD 
v^Uii u -i_y jljj 


246160 1 R1040 


5 » -most EST 


leu701151955.hl 




BLASTX 


NCBI GI 


g4056506 


BLAST score 


272 


ill VG-LUC 


5. Oe-24 


M^'hoh 1 print*!"! 


91 


% identity 


56 


NCBI Description 


(AC005896) nodulin-like protein [Arabidopsis 


OCy • LN U • 


31533 


Contig ID 


246199 1.R1040 


5 T -most EST 


hrw701062931.hl 


O t? y • IN • 


31534 


font" in TD 


246225 1.R1040 


O IUOSC HiOl 


nr-nmfT02220085bl2dl 


oecj . 1NU . 


"31 5 "3 5 

JlJJJ 


UOIT X. I y XL) 


946^1 1 1 R1 040 


O IUU o C IL o 1 


nP— rrmr*oni r*1 1 ?a07bl 


n oH 


RLASTX 


NCBI GI 


glll7793 


BLAST score 


399 


Ej VCt-LUt: 


5 Oe-39 




104 


9- T /^i "4~~ T 4~ T 7 

^ 1UgI1T_.-L. l.y 


7^ 


Ntoi uescripuion 


(fT9-19'391 1 i nnyvfipna <=so f9r>l anmn tillDProsiHTll 


OtttJ. 1NO. 




^vJilL-Ly 1U 


94fi^40 1 R1040 


S'-mnqf FIST 


fua701041137.hl 




RT.ASTX 


NCBI GI 


gl402920 


BLAST score 


193 


JZj value 


6. Oe-15 


riatcn j.eiiy tii 


J o 


9- 1 /"? ^ T"* "I - T ^ Tf 

1 1 1 L _L L y 






(YQft??1 \ nprnxidasp TArabidoDsis thalianal 


Q__./r T\Tr"\ 

oeq. lnu» 




uuiiT-iy 


946^41 1 R1040 


R T -mo^t F.ST 


fua701038152.hl 


Mo 4- Vi o rH 


RT.ASTX 


NCBI GI 


g2088651 


BLAST score 


169 


E value 


7.0e-12 


Match length 


148 


% identity 


39 


NCBI Description 


(AF002109) hypersensitivity-related gene 201 



4820 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31538 

246393J..R1040 

fua701040387.hl 

BLASTX 

g2739008 

402 

6.0e-39 

154 
53 

(AF022463) CYP78A3p [Glycine max] 



Seq. No. 
Contig ID 
5' -most EST 



31539 

246404J..R1040 
asn701138624.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31540 

246414J..R1040 
jC-gmst02400046d08al 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31541 

246436JL.R1040 

jC-gmfl02220093a06al 

BLASTX 

gll9640 

253 

1.0e-21 

109 

44 

1-AMINOCYCLOPROPANE-l-CARBOXYLATE OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109_pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA31789_ (X13437) E8 protein [Lycopersicon 
esculentum] 



Seq. No. 
Contig ID 
5' -most EST 



31542 

246438JL.R1040 
fua701038275.hl 



Seq. No. 
Contig ID 
5' -most EST 



31543 

246482JL.R1040 
fua701038350.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31544 

246509_1.R1040 

jC-gmst02400041e03al 

BLASTX 

g2213602 

152 

7.0e-10 

52 

62 

(AC000348) T7N9.22 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31545 

246512_1.R1040 
jC-gmst024 00055d01al 



4821 





BLASTX 




NCBI GI 


gS426039 




BLAST score 


271 




F TTSl 1 lip 
III V G -L LXC 


6.0e-24 






76 




% identity 


66 




NCBI Description 


(AC005168) unknown protein [Arabidopsis thali 


uCU * l^JV-' • 


31546 




Lull l. J_y xu 


246575 1.R1040 




J lllvJo L. HjO J- 


jC-gmle01810060e09dl 






31547 






246589 1.R1040 




S'-rnost EST 


fua701038535.hl 






BLASTX 




NCBI GI 


g3892050 




BLAST score 


200 




Hi V ul LAC 


2.0e-15 




Malrh 1 pn n"t~ Vi 


96 






R4 


[Arabidopsis 




(AC002330) hypothetical protein 




31548 - - 




uonncj lu 


246621_1.R1040 




0 IUOSl. HjOI 


uC-gmrominsoyl33hllbl 






BLASTX 




NCBI GI 


g3786007 




BLAST score 


159 




Hi Vd-LLiC 


1.0e-10 




J\A — \ 4— /—i Vi 1 /t4— 

iYlaXdl xtJIiy HI 


114 






JO 


[Arabidopsis 


LNv^Dl UcoLI xp LxvJIl 


(AC005499) hypothetical protein 




31549 






24664? 1 R1040 




^'-TTlOSt EST 


uC-gmflminsoy044dllbl 




Mo +■ Vi nH 


BLASTX 




NCBI GI 


g3953470 




BLAST score 


146 




Hi V CL-L LiC 


5.0e-09 




Ma 1~ r* Vi 1 pn rr1~ h 

ilO L.\--il XCUM L,ll 


89 




% identity 


40 




NCBI Description 


(AC002328) F20N2.15 [Arabidopsis 


thaliana] 


C /-\ r-r KTr\ 

oecj . LNO • 


31550 




L^ontly lu 


246704JL.R1040 




o —most tto i 


uC-gmrominsoy236e08bl 






31551 




uoni-icj JLU 


246800 1.R1040 




5' -most EST 


jC-gmro02910061b06al 




Method 


BLASTX 




NCBI GI 


gl403134 




BLAST score 


278 




E value 


1.0e-24 




Match length 


117 





4822 



% identity 


53 


NCBI Description 


(X98453) peroxidase [Arabidopsis thaliana] 


O c q . IN U • 


31552 


uontig xu 


946807 1 R1040 


o —most. Hjoj. 


fn^701 TT^RRI ^ hi 

J_ U.O. / UXUJOGXJ • XIX 


o e 4 . in o . 




^ r-, -f- t r* TT"\ 

L/Onrig iu 


94 6P40 1 R1 040 

tiDO'iU X. I\X UtU 


.J 1LIUO L. i— 1 X 


uC-gmronoir0001g01bl : * 


Method. 


DJ_LriO 1A 


NCBI GI 


g2262178 


BLAST score 


388 


Hj YdlUe 




TUT 4" r\ I /"s Vi ^t4— 

Mar.cn lengun 


141 

X *i X 


% identity 


58 


NCBI Description 


(AC002329) putative Mlo-like protein [Arabidopsis thaliana 


Seq. No. 


O10D4 


Contig ID 


246841 1.R1040 


5 '-most EST 


jC-gmst02400060c06al 


Q /-\ /-«• 'VT/^i 

oeq . lno . 




Contig ID 


246860 1.R1040 


5* -most EST 


kl!701211237.hl 


beq. jno* 


JIJJV) 


Contig ID 


246957 1.R1040 


5 '-most EST 


fua701039013.hl 


oeq. lno. 


^1 RS7 


Lontig iu 


94£Q71 1 T3 1 040 


o -most tibi 


lUa / UiUjjUOj . 11 x 


beq. jno. 


*31 ^Rfi 


contig iu 


9470£fi 1 151 040 


o mosu hjoi 


rrS7S*3703 


Method 


BLAb 1 A 


NCBI GI 


g3695019 


BLAST score 


599 


E value 


*d Ho- 69 
J • Uc OZ 


Match length 


I/O 


S- 1 yl T"^ ^ T 4" t T 

t> laenLiiy 




jncdi Description 


^L\Trn i: ;RR4P^ dnhfi 1 1 <?in-l "i kp nrotease TArabidoDsis thaliana! 


beq. no. 




contig iu 


947fl£fi 1 Rl 040 


o mosu Hjoi 


n r_ rrm-FlTni n qnvO S^H03b1 

U.O yiLLX XltLXliO VJ «J vJvJ-v -JJ^ X 


Method 


OJ_iH.D i A 


NCBI GI 


gzuozo iu 




603 


E value 


9.0e-63 


Match length 


138 


% identity 


80 


NCBI Description 


(U95758) lysine-ketoglutarate reductase/saccharopine 


dehydrogenase bifunctional enzyme [Arabidopsis thaliana] 



4823 



€1 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



31560 

247090_1.R1040 
uC-gmrominsoy229e05bl 

31561 

247093JL.R1040 

jC-gmro02910066b03al 

BLASTX 

g4063751 

152 

9.0e-10 

60 

52 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409_gb_AAD21495.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

31562 

247152JL.R1040 
fua701039274.hl 

31563 

247256_1.R1040 
g4296712 

31564 

247259JL.R1040 
fua701039432.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



31565 

247372_1.R1040 
leu701156929.hl 

31566 

247444JL.R1040 

jC-gmst02400054f04al 

BLASTX 

gl293835 

288 

2.0e-27 

130 
45 

(U56965) C15H9.5 gene product [Caenorhabditis elegans] 
31567 

247476JL.R1040 
fua701039812.hl 

31568 

247488_1.R1040 

fua701039833.hl 

BLASTX 

gll49556 

152 

5.0e-23 

92 

51 



4824 



NCBI Description (X94443) pectinmethylesterase [Vigna radiata] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



31569 

247490_1.R1040 
gsv701046837.hl 

31570 

247523JL.R1040 
fua701039911.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31571 

247533_1.R1040 

fua701039923.hl 

BLASTX 

g4151319 

240 

2.0e-20 

52 

90 

(AF089084) putative auxin efflux carrier protein; AtPINl 
[Arabidopsis thaliana] 

31572 

247548_1.R1040 
jC-gmfl02220080a04dl 

31573 

247553_1.R1040 

fua701039971.hl 

BLASTX 

g2829910 

147 

1.0e-09 

84 
45 

(AC002291) Unknown protein, contains regulator of 
chromosome condensation motifs [Arabidopsis thaliana] 



Seq. No. 


31574 


Contig ID 


247667 1.R1040 


5' -most EST 


fua701040157.hl 


Seq. No. 


31575 


Contig ID 


247674 1.R1040 


5' -most EST 


fua701040166.hl 


Method 


BLASTX 


NCBI GI 


gl002800 


BLAST score 


629 


E value 


2.0e-65 


Match length 


139 


% identity 


82 


NCBI Description 


(U33917) Cpm7 [C 


Seq. No. 


31576 


Contig ID 


247708 1.R1040 


5 '-most EST 


epx701108580.hl 


Method 


BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3746059 
603 

9.0e-63 

148 

72 

(AC005311) putative cysteinyl-tRNA synthetase [Arabidopsis 
thaliana] >gi_4432812_gb_AAD20662_ (AC006593) putative 
cysteinyl-tRNA synthetase [Arabidopsis thaliana] 

31577 

247717_1.R1040 

jC-gmro02910001g08dl 

BLASTX 

gl708424 

301 

2.0e-27 

71 

76 

ISOFLAVONE REDUCTASE HOMOLOG >gi_1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 



Seq. No. 
Contig ID 
5' -most EST 



31578 

247727_1.R1040 
uC-gmflminsoy076b01bl 



Seq. No. 

Contig ID 
5' -most EST 



31579 

247738_1.R1040 
fua701040272.hl 



Seq. No. 

Contig ID 
5' -most EST 



31580 

247759_1.R1040 
fua701040314.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31581 

247761_1.R1040 
fua701040318.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31582 

247766_1.R1040 

fua701040324.hl 

BLASTN 

gl66411 

180 

1.0e-96 

374 

88 

Medicago sativa NADH-glutamate synthase mRNA, comlete cds 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



31583 

247783_1.R1040 

fua701040345.hl 

BLASTX 

g3935168 

494 

8.0e-50 

187 

59 



4826 



NCBI Description 


(AC004557) F17L21.11 [Arabidopsis thaliana] 


Seq. No. 


31584 


Contig ID 


247846 1.R1040 


5' -most EST 


fua701040528.hl 


Method 


BLASTX 


NCBI GI 


g3927836 


BLAST score 


296 


E value 


8.0e-27 


Match length 


76 


% identity 


79 


NCBI Description 


(AC005727) unknown protein [Arabidopsis thaliana] 


Seq. No. 


31585 


Contig ID 


247889_1.R1040 


5 '-most EST 


fua701040581.hl 


Seq. No. 


31586 


Contig ID 


247930 1.R1040 


5' -most EST 


fua701040629.hl 


Seq. No. 


31587 


Contig ID 


247936 1.R1040 


5" -most EST 


jC-gmst02400058hllal 


Method 


BLASTX 


NCBI GI 


g2781348 


BLAST score 


559 


E value 


2.0e-57 


Match length 


183 


% identity 


59 


NCBI Description 


(AC003113) F2401.4 [Arabidopsis thaliana] 


Seq. No. 


31588 


Contig ID 


247954 1.R1040 


5' -most EST 


jC-gmle01810051hlldl 


Method 


BLASTX 


NCBI GI 


g4263695 


BLAST score 


363 


E value 


1. Oe-34 


Match length 


152 


% identity 


8 


NCBI Description 


(AC006223) putative myosin II heavy chain [Arabidop 




thaliana] 


Seq. No. 


31589 


Contig ID 


247996_1.R1040 


5 '-most EST 


asn701140715 .hi 


Seq. No. 


31590 


Contig ID 


248013__1.R1040 


5 '-most EST 


uC-gmrominsoy314ellbl 


Seq. No. 


31591 


Contig ID 


248025 1.R1040 


5' -most EST 


leu701154384.hl 


Seq. No. 


31592 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



248028JL.R1040 

fC-gmro700835214bl 

BLASTX 

g860676 

958 

1.0e-104 

232 
77 

(U24188) calcium/calmodulin-dependent protein kinase 

[Lilium longiflorum] >gi_1097385jprf 2113422A 

Ca/calmodulin-dependent protein kinase [Lilium longiflorum] 



Seq. No. 
Contig ID 
5 '-most EST 



31593 

248031_1.R1040 
fua701040753.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31594 

248079JL.R1040 
fua701040818.hl 



Seq. No. 
Contig ID 
5' -most EST 



31595 

248089_1.R1040 
fua701040834.hl 



Seq. No. 
Contig ID 
5' -most EST 



31596 

248102JL.R1040 
leu701153459.hl 



Seq. No. 
Contig ID 
5' -most EST 



31597 

248164_1.R1040 
uC-gmflminsoy093e01bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31598 

248176_1.R1040 

fua701040948.hl 

BLASTX 

g3928543 

206 

2.0e-16 

85 

50 

(AB016819) UDP-glucose glucosyltransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31599 

248413_1.R1040 
jC-gmst0240004 8g08al 



Seq. No, 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



31600 

248488_1.R1040 

fua701042965.hl 

BLASTN 

g3985955 

33 

4 ,0e-09 

87 
54 
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NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTH16, complete sequence ^Arabidopsis thaliana] 

31601 

248504_1.R1040 

fua701041350.hl 

BLASTX 

g4522004 

370 

3.0e-35 

168 

56 

(AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 

31602 

248506_1.R1040 
fua701041354.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31603 

248518_1.R1040 

uC-gmrominsoyll6el2bl 

BLASTN 

g4138138 

40 

5.0e-13 

52 

94 

Lycopersicon esculentum mRNA for ss-galactosidase, clone 
tEGIB 



Seq. No. 
Contig ID 
5' -most EST 



31604 

248542_1.R1040 
fua701041435.hl 



Seq. No. 
Contig ID 
5 f -most EST 



31605 

248614_1.R1040 
fua701041504.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



31606 

248615JL.R1040 

uC-gmrominsoyl69a04bl 

BLASTX 

g4572674 

524 

4.0e-53 

157 

68 

(AC006954) unknown protein [Arabidopsis thaliana] 
31607 

248633JL.R1040 

jC-gmro02910068f04al 

BLASTX 

g2827637 

238 

6.0e-20 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

133 
38 

(AL021636) putative protein [Arabidopsis thaliana] 
31608 

248655_1.R1040 

fua701041554.hl 

BLASTX 

g4510348 

140 

1.0e-08 

84 

40 

(AC006921) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



31609 

248681JL.R1040 

leu701154148.hl 

BLASTX 

g2497219 

182 

3.0e-13 

89 

42 

HYPOTHETICAL 15.4 KD PROTEIN IN HAS1-JNM1 INTERGENIC REGION 

>gi_626266_pir S47453 probable membrane protein YMR292w - 

yeast (Sac char omy ces cerevisiae) >gi_53034 9_emb_CAA5 6 8 0 1__ 
(X80836) len:138, CAI:0.12, potential spliced gene, 
hydropho bic composition [Saccharomyces cerevisiae] 

31610 

248699_1.R1040 

fua701041608.hl 

BLASTX 

g4558673 

170 

3.0e-12 

67 
58 

(AC007063) hypothetical protein [Arabidopsis thaliana] 
31611 

248712J..R1040 
fua701041635.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 



31612 

248739_1.R1040 
jC-gmro02910011a05dl 

31613 

248746_1.R1040 
jC-gmst02400062e06al 

31614 

248750JL.R1040 
leu701152047.hl 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



31615 

248756_1.R1040 

jC-gmst02400050hllal 

31616 

248764_1.R1040 
fua701041707.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



31617 

248771JL.R1040 

fua701041815.hl 

BLASTX 

g2924509 

403 

1.0e-39 

88 

86 

(AL022023) subtilisin proteinase - like [Arabidopsis 
thaliana] 

31618 

248780_1.R1040 
fua701041824.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31619 

248805JL.R1040 
fua701041754.hl 

31620 

248807JL.R1040 

fua701041856.hl 

BLASTX 

gl00226 

174 

8.0e-13 

92 
42 

hypothetical protein - tomato >gi__19275_emb_CAA78112_ 
(Z12127) protein of unknown function [Lycopersicon 

esculentum] >gi_445619_prf 1909366A Leu zipper protein 

[Lycopersicon esculentum] 

31621 

248818_1.R1040 

fua701041767.hl 

BLASTX 

gll6337 

262 

4.0e-23 

83 

60 

BASIC ENDOCHITINASE PRECURSOR >gi_100310_pir S23545 

chitinase (EC 3.2.1.14) III, basic - common tobacco 
>gi_19803_emb_CAA77657_ (Z11564) basic chitinase III 
[Nicotiana tabacum] 



Seq. No. 



31622 
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Contig ID 
5' -most EST 



248831J..R1040 
fua701041785.hl 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31623 

248833_1.R1040 
fua701041888.hl 

31624 

248929_1.R1040 

uC-gmronoir045ellbl 

BLASTN 

g438248 

80 

5.0e-37 

224 

84 

S. tuberosum mRNA for precursor of the mitochondrial 
NAD+-dependent malic enzyme {malate dehydrogenase) 

31625 

248950JL.R1040 
fua701041968.hl 

31626 - - 

248951_1.R1040 

fua701041969.hl 

BLASTN 

g3941493 

81 

8.0e-38 

161 

88 

Arabidopsis thaliana putative transcription factor (MYB68 ) 
mRNA, complete cds 

31627 

248983JL.R1040 

fua701042011.hl 

BLASTX 

gl396054 

591 

4.0e-61 

154 

68 

(D86180) phosphoribosylanthranilate transferase [Pisum 
sativum] 

31628 

249001_1.R1040 

fua701042031.hl 

BLASTX 

g2498629 

171 

4.0e-12 

82 

43 

TRANSCRIPTIONAL REPRESSOR NF-X1 >gi_2135825_pir 138869 



4832 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



NFX1 - human >gi_563217 (U15306) NFX1 [Homo sapiens] 
>gi_4505387_ref_NP_002495.1_pNFXl_ nuclear transcription 
factor, X-box binding 

31629 

249006_1.R1040 

uC-gmrominsoyl92a04bl 

BLASTX 

g2335096 

355 

1.0e-33 

156 
48 

(AC002339) hypothetical protein [Arabidopsis thaliana] 
31630 

249016_1.R1040 

jC-gmro02910051e06al 

BLASTX 

gl!9351 

209 

1.0e-16 
51 

82 

ENOLASE ( 2 - PHOS PHOGLYCERATE DEHYDRATASE) 

(2-PHOSPHO-D-GLYCERATE HYDRO-LYASE) >gi_84 950_pir S07586 

phosphopyruvate hydratase (EC 4.2.1.11) - fruit fly 

{Drosophila melanogaster) >gi_7 94 6_emb__CAA34895_ (X17034) 
enolase (AA 1-433) [Drosophila melanogaster] 



Seq. No. 
Contig ID 
5 '-most EST 



31631 

249023_1.R1040 
leu701144413.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31632 

249058_2.R1040 

fua701042108.hl 

BLASTX 

g3695392 

160 

1.0e-10 

35 

80 

(AF096371) No definition line found [Arabidopsis thaliana] 
31633 

249119JL.R1040 

uC-gmrominsoy044hllbl 

BLASTX 

g3176686 

706 

1.0e-74 

169 

75 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gbJJ22945 from Schwanniomyces occidentalis . 
[Arabidopsis thaliana] 



4833 



<B 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31634 

249129JL.R1040 

jsh701067681.hl 

BLASTX 

g4008372 

193 

7.0e-15 

113 

37 

(Z27079) cDNA EST CEMSF67FB comes from this gene; cDNA EST 
CEMSF67R comes from this gene; cDNA EST ykl95el0.3 comes 
from this gene; cDNA EST ykl95el0.5 comes from this gene; 
cDNA EST yk397a5.3 comes from this gene; cDNA EST yk3 

31635 

249180_1.R1040 

g4397143 

BLASTN 

gl69348 

144 

5.0e-75 

276 

22 

P. vulgaris hydroxyproline-rich glycoprotein (HRGP) mRNA, 3 1 
end 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



31636 

249237JL.R1040 

jC-gmro02910073h08al 

BLASTX 

g4063742 

320 

2.0e-29 

176 

48 

(AC005851) putative phaseolin G-box binding protein 
[Arabidopsis thaliana] 

31637 

249241_1.R1040 
uC-gmropic075el2bl 

31638 

249241__2.R1040 
gsv701049418.hl 

31639 

249275_1.R1040 
fua701042384.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31640 

249313_1.R1040 
fua701042540.hl 



Seq. No. 
Contig ID 



31641 

249323 1.R1040 



4834 



5' -most EST 



# 



asn701143432.hl 



Seq. No. 
Contig ID 
5' -most EST 



31642 

249329_1.R1040 
fua701042561.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31643 

249369JL.R1040 
fua701042610.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



31644 

249386JL.R1040 

fua701042629.hl 

BLASTX 

g3924604 

346 

1.0e-32 

89 

74 

(AF069442) putative leucine-rich repeat protein 
[Arabidopsis thaliana] 

31645 

249389_1.R1040 
fua701042632.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



31646 

249515_1.R1040 

fua701043364.hl 

BLASTX 

gl29813 

192 

6.0e-15 

77 

49 

PEROXIDASE CIA PRECURSOR >gi__2144377_pir OPRHC peroxidase 

{EC 1.11.1.7) CI precursor - horseradish 

31647 

249570_1.R1040 
leu701151908.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31648 

249592_1.R1040 
jC-gmro02910024h02dl 

31649 

249609_1.R1040 

uC-gmflminsoy061h06bl 

BLASTX 

g2497539 

322 

4.0e-30 

76 

79 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 



4835 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31650 

249705_1.R1040 

jC-gmro02910051a02al 

BLASTX 

g2492820 

253 

2.0e-21 

104 

41 

HYPOTHETICAL 54.0 KD PROTEIN IN NRGA-USD INTERGENIC REGION 
>gi_1684649_emb_CAB05378_ (Z82987) unknown, similar to 
uracil permease from Schizosaccharomyces pombe [Bacillus 
subtilis] >gi_2636172_emb_CAB15664.1_ (Z99122) similar to 
permease [Bacillus subtilis] 



Seq. No. 
Contig ID 
5 '-most EST 



31651 

249731_1.R1040 
leu701150624.hl 



Seq. No. 
Contig ID 
5' -most EST 



31652 

249784_1.R1040 
asn701142062.hl 



Seq. No. 
Contig ID 
5' -most EST 



31653 

249811_1.R1040 
fua701043283.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31654 

249817_1.R1040 

fua701043290.hl 

BLASTX 

g3540183 

407 

8.0e-40 

138 

59 

(AC004122) Highly Similar to branched-chain amino acid 
aminotransferase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31655 

249827_1.R1040 

fua701043305.hl 

BLASTN 

g3860320 

92 

2.0e-44 

258 

85 

Cicer arietinum mRNA for beta-galactosidase, 
CanBGal-5 



clone 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



31656 

249832JL.R1040 
leu701145936.hl 
BLASTN 
g2598574 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



114 

4.0e-57 

358 

83 

Medicago truncatula mRNA for MtN21 gene 
31657 

249838_1.R1040 

jC-gmfl02220053e06al 

BLASTX 

g3152566 

309 

3.0e-28 

148 

45 

(AC002986) Similar to hypothetical protein YLR002c, 
gb_Z7314 from S. cerevisiae. [Arabidopsis thaliana] 

31658 

249860_1.R1040 
kll701211805.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



31659 

249915_1.R1040 

fua701043414.hl 

BLASTX 

gl791307 

570 

1.0e-58 

198 

57 

(U83501) permease homolog [Arabidopsis thaliana] 
31660 

249980_1.R1040 
lus701015749.hl 



Seq. No. 
Contig ID 
5' -most EST 



31661 

249990_1.R1040 
asn701131156.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



31662 

250041_1.R1040 
fC-gmro700564066f2 

31663 

250063JL.R1040 
fua701043589.hl 



Seq. No. 

Contig ID 
5' -most EST 



31664 

250069_1.R1040 
hrw701060533.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



31665 

250074JL.R1040 

kll701202347.hl 

BLASTX 



4837 




NCBI GI 


g557472 


BLAST score 


234 


T* 1 Tra 1 no 


2.0e-19 




148 

X *± w 




39 


Nursi uescr xpizxon 


fnim7£M ar3hinn<?iHa<!P fRartproides ovatlisl 


QcCJ. INO > 






250082 1 R1040 


^'--mo^f F^T 


iC-amst02400071f 09al 


M&"f~hoH 

i lC LHUU 


BLASTX 


NCBI GI 


g3281861 


BLAST score 


557 


17 T73 1 no 
Hi VQl LXC 


3 . Oe-57 


LYlcLuOIl xyny 


1 77 

X / / 


•5 XQCIlLXLy 




lncdx uescription 


{ T\J 011 004^ nnf-flt - i Tre^ nmtpin T ATabidoDsis tha.lia.na.1 


oeq. INO . 


11 667 


k^cjiiLxy xu 


9^0112 1 R1040 


S'-Tnnql- F^T 

ILL WO L- IjO X 


fua70liD43660 .hi 




"RT A^TY 


NCBI GI 


g3859112 


BLAST score 


231 


Ci Value 


J > UC X -7 


Match length 


D 0 


% identity 


75 


NCBI Description 


(AF031607) male sterility MS 5 [Arabidopsis thaliana] 






Contig ID 


250116 1.R1040 


5' -most EST 


jC-gmle01810021d02al 




31669 


v^uxiuxy x u 


9^01 17 1 R1040 


3 ""IuOSL. £jO! 


•Fna7ni7Tdlfififi hi 
X Ucl / UlUljDOD .XIX 


beg. jno . 


11 ^7H 


coni»x.g ±jj 


9 ^01 9Q 1 R1 D40 


J I LIU OL £jO X 


n P - am f Tm i n o v 0 3 1 d 0 8 b 1 




RT.ASTX 
XJXxrikJ x £\ 


NCBI GI 


g3329368 


BLAST score 


430 


TP 1 no 


9 0^-49 


Haucn xeriytii 


1 7 R 
x / o 


% identity 


53 


NCBI Description 


(AF031244) nodulin-like protein [Arabidopsis thaliana 


064. INO. 


11 ^71 


uonuxg xjj 


9 R01 14 1 R1 040 


0 most iiioi 


-Fna 7 ni?T416fi 6 hi 
IUcl / UXUftOOOD.liX 


Seq. No. 


31672 


Contig ID 


250144 1.R1040 


5 T -most EST 


yzl700966904.hl 


Method 


BLASTX 


NCBI GI 


g2765821 



4838 



BLAST score 


251 


E value 


1.0e-21 


Matrh le^ncrth 

Liu L-Va>ll J- v— ' ^ V~ A A 


112 


% identity 


46 


NCBI Description 


(Z95496) Mlo-hl protein [Hordeum vulgare] 




31673 




250152 1 R1040 


•J luvJ O L uul 


1 1 P — rrm TOTTi 1 T\ S O v0 4 2 f 0 8 t>l 

UL\^ \JJHll_ \m/± LL_I_ J. L W V v ~ ^ J- V/ w X-/ ,4. 




31674 


Print - i rr T D 


250217 1.R1040 


5' -most EST 


Ieu70ll50261.hl 


Mot" hod 


BLASTX 


NCBI GI 


g4415918 


BLAST score 


211 


F xrz\ 1 no 


4 . Oe-17 


lVta'f-r'h 1 ^nrrt'hi 


91 


% "i Hpnf i 1~ v 


21 


NIPTS T HftCfri r-it" i on 

IN^Dl L/CSLIly L.1U11 


(AC0CI&98?) hvnothetical orotein FArabidopsis thaliana 




31675 


Print" i rr T D 

L-Ulil Ly 1U 


250219 1 R1040 


S'-most EST 


vzl700966990.hl 


Moi~ hod 


BLASTX 


NCBI GI 


g2809264 


BLAST score 


398 


Hi V a. X LlC 


1 Oe-38 


Li a LLI1 XCiiy LI1 


172 


S; i Hpnt" i 

O _L UC1 II L L J 


48 


\7PT2T naerri riti nfi 

inoisx uescriptiun 


faron^RfiD^ F91R7 rAr^hidon^is thalianal 


O • IN L> • 


31676 


L Xy X u 


2502P6 1 R1040 

&.<^UZ.£.V X«£\XL'1W 


J ItLkJ O L. Hi O 1 


iC-arnfT02220068h03al 


Mot" hnH 


BLASTX 


NCBI GI 


g3096925 


BLAST score 


222 


F TTZ* 1 HO 

j_j value 


1 . Oe-17 


rlatLll x.cTiyLxi 


1 5^ 




42 




(AL0230 941 Dutative Drotein TArabidoDsis thalianal 




31677 




25022^ 1 R1040 




as v7 01 05 5 90 9. hi 


Mo t* Vi o/H 


RT.A9TX 

OXiriO ± if\ 


NPRT 

LNv^DX Ol 


a3236241 


BLAST score 


293 


E value 


1.0e-26 


imcilo n ±ciiy Lii 


73 


% identity 


64 


NCBI Description 


(AC004684) putative zinc finger protein [Arabidopsis 




thaliana] 


Seq. No. 


31678 


Contig ID 


250237JL.R1040 



4839 



5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmropic050e08bl 
31679 

250340_1.R1040 

asj700967375.hl 

BLASTX 

g4097522 

381 

7.0e-37 

107 

60 

(U63534) cinnamyl alcohol dehydrogenase [Fragaria x 
ananassa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



31680 

250355_1.R1040 

leu701152742.hl 

BLASTX 

g3047114 

149 

8.0e-10 

44 
66 

(AF058919) No definition line found [Arabidopsis thaliana] 
31681 

250381JL.R1040 
gsv701056131.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31682 

250388_1.R1040 
asj700967463.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31683 

250428_1.R1040 
leu701144353.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31684 

250485_1.R1040 

leu701156763.hl 

BLASTX 

g3757525 

413 

3.0e-40 

184 
51 

(AC005167) tetracycline transporter-like protein, 
partial [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31685 

250497_1.R1040 
leu701156076.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



31686 

250551_1.R1040 
uC-gmropic04 5dl0bl 
BLASTX 



4840 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4454484 
370 

2.0e-35 

126 

61 

(AC006234) putative diacylglycerol kinase [Arabidopsis 
thaliana] 



Seq. No. 


31687 


Contig ID 


250569JL.R1040 








DixriO 1A 


NCBI GI 


g3540182 


BLAST score 


183 


E value 




i v iai-cn lengtn 




% identity 


44 


NCBI Description 


(AC004122) Unknown 


Seq, No. 


jIooo 


Contig ID 


z5uo24 1.R1U4U 


5 '-most EST 


leu /Ullo4ooo.nl 


Seq. No. 


oi con 


Contig ID 


250662_1 . R1Q4Q 


b -most hoi 


leu /uil44oVj.ni 


Seq. No. 


31690 


Contig ID 


250667_1.R1040 


b -most EST 


leu /uii44ozo.ni 


Seq. No. 


31691 


Contig ID 


250oo6 1.R1U40 


3 — ItlOSt. Lol 


ieu /uiiououy. ni 


Method 


BLASTX 


NCBI GI 


g3U /o3yy 


BLAST score 


Z JU 


E value 


o rid— i q 


Matcn lengrn 


ol 


-6 identity 


c c 
3D 


NCBI Description 


(AC004484) SF16-11 


Seq. No. 


31692 


font" i rr TD 


250760 1 R1040 


5 '-most EST 


leu701145018.hl 


Method 


BLASTX 


NCBI GI 


g282964 


BLAST score 


308 


E value 


2.0e-28 


Match length 


67 


% identity 


76 


NCBI Description 


transforming prote 




petunia >gi_20563_ 




x hybrida] 


Seq. No. 


31693 


Contig ID 


250806_1.R1040 



(myb) homolog (clone myb.Ph3) - garden 
-_CAA78386_ (Z13996) protein 1 [Petunia 



4841 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701045130.hl 

BLASTN 

g3510331 

38 

3.0e-12 

98 
90 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC 
K13P22, complete sequence [Arabidopsis thaliana] 



clone: 



Seq. No. 
Contig ID 
5' -most EST 



31694 

250835_1.R1040 
leu701145151.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31695 

250994_1.R1040 
kll701204441.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31696 

251026_1.R1040 
epx701107713.hl 
BLASTX 
gl29021 

149 - " " " " - 

7.0e-10 

74 

43 

SPO0B-ASSOCIATED GTP-BINDING PROTEIN >gi_98326_pir B32804 

GTP-binding protein, spoOB 3' -region - Bacillus subtilis 
>gi_508979 (M24537) GTP-binding protein [Bacillus subtilis] 
>gi_2635257_emb_CAB14752_ (Z99118) GTPase activity 
[Bacillus subtilis] 



Seq . No . 
Contig ID 
5 '-most EST 



31697 

251036JL.R1040 
leu701145455.hl 



Seq. No. 

Contig ID 
5' -most EST 



31698 

251046JL.R1G40 
leu701145467.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31699 

251047JL.R1040 
leu701145468.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31700 

251066_1.R1040 

jC-gmle01810012d06dl 

BLASTX 

gl652078 

279 

8.0e-25 

110 

46 

(D90902) hypothetical protein [Synechocystis sp.] 



Seq. No. 



31701 



4842 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



251070_1.R1040 

uC-gmropic088b04bl 

BLASTX 

g3892055 

372 

1.0e-35 

90 
70 

(AC002330) putative transport protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31702 

251119_1.R1040 
leu701145607.hl 



Seq. No, 
Contig ID 
5' -most EST 



31703 

251159JL.R1040 
leu701150940.hl 



Seq. No. 

Contig ID 
5' -most EST 
Method 

NCBI GI - 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



31704 

251163_1.R1040 

leu701145667.hl 

BLASTN 

gl2979 

99 

2.0e-48 

113 

97 

Soybean mitDNA for elongator tRNA-Met and tRNA-Glu 
31705 

251232_1.R1040 

uC-gmf Iminsoy036b03bl 

BLASTX 

g4530126 

511 

5.0e-52 

134 

72 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

31706 

251238_1.R1040 
leu701149221.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31707 

251311_1.R1040 
leu701157740.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



31708 

251392_1.R1040 

leu701145987.hl 

BLASTX 

gl352267 

180 

1.0e-16 



4843 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



75 
63 

DEOXYHYPUSINE SYNTHASE >gi_994715 (L39068) deoxyhypusine 
synthase [Homo sapiens] >gi_1710220 (U79262) deoxyhypusine 
synthase [Homo sapiens] >gi_3021398_emb_CAA04 940_ 
(AJ001701) deoxyhypusine synthase [Homo sapiens] 
>gi_4503325_ref_NP_001921.1_pDHPS_ deoxyhypusine synthase 

31709 

251454_1.R1040 
epx701105335.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31710 

251527_1.R1040 
kll701209769.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31711 

251535_1.R1040 
leu701146226.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31712 

251596JL.R1040 
leu701146322.hl 



Seq. No. 
Contig ID 
5' -most EST 



31713 

251656_1.R1040 
leu701146466.hl 



Seq. No. 

Contig ID 
5' -most EST 



31714 

251672_1.R1040 
leu701146441.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31715 

251710_1.R1040 
leu701146504.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31716 

251715_1.R1040 

uC-gmflminsoy022g07bl 

BLASTX 

g2190535 

165 

1.0e-13 

131 
37 

(U31240) luciferase [Photuris pennsylvanica] 
31717 

251744_1.R1040 

leu701146550.hl 

BLASTX 

gll4974 

133 

3.0e-12 

53 

51 

NON-CYANOGENIC BETA-GLUCOSIDASE PRECURSOR 



4844 



>gi_67491_pir GLJY31 beta-glucosidase {EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb_CAA40058.1_ (X567 34) beta-glucosidase 
[Trifolium repens] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31718 

251809JL.R1040 

jC-gmfl02220062fl2al 

BLASTX 

g2062167 

577 

1.0e-59 
137 
78 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



31719 

251958_1.R1040 
leu701146890.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31720 

251966_1.R1040 
asn701143134.hl 



Seq. No. 
Contig ID 
5' -most EST 



31721 

251971_1.R1040 
leu701146909.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31722 

251975JL.R1040 
leu701149831.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31723 

252053_1.R1040 

hrw701061054.hl 

BLASTX 

g2275202 

488 

2.0e-49 

132 

66 

(AC002337) acyl-CoA synthetase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



31724 

252069J..R1040 
leu701147048.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31725 

252113_1.R1040 
leu701147115.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



31726 

252136_1.R1040 

leu701147236.hl 

BLASTX 



4845 



# 



NCBI GI 


g3912919 


BLAST score 


594 


F. va 1 lie 


1.0e-61 


Match length 


166 


?; "i H Ant "i t v 


73 


NPRT Dpqpr ir>t" ion 


(AF001308) hypothetical protein [Arabidopsis thaliana] 


CfiCT No 


31727 


Contia ID 


252139 1.R1040 


5 1 -most EST 


gsv701045770.hl 


Method 


BLASTX 


NCBI GI 


g3183617 


BLAST score 


413 


E value 


2.0e-40 


Match length 


126 


% identity 


68 


NCBI Description 


(AJ005586) MYB-related transcription factor [Antirrhinum 




ma jus] 




31728 


Contig ID 


252141 1.R1040 


5 1 -most EST 


epx701109413.hl 




31729 


font" "i a TD 


252177 1.R1040 




1^n70lT47211 hi 


o C • ln u • 


31730 


Print" i rr TD 


252196 1 R1040 


5 T -most EST 


Ieu70ll47232.nl 




i-J-1-XXT.lJ J. L> 


NCBI GI 


g3510539 


BLAST score 


66 


E value 


8.0e-29 


Match length 


126 


2- T HoTI"f~ 1 "I - W 


88 


NPRT Dp < ?pri'Dtion 


Prunus armeniaca expansin fExp2) mRNA, complete cds 


O C U • Vi \J • 


31731 


Print* in TV) 


?S2424 1 R1040 


5 1 -most EST 


leu701147568 .hi 


Mpt hod 


BLASTX 


LM V-/ O JL O -L 


a629693 

y \j ^- j \j s 


Q T ,7V Of qpnrp 
DijriO 1 oUUJ-C 


111 


E value 


1.0e-12 


Match length 


51 


$- -! Hpnl - "i t v 


55 


NPRT D^spriDtion 

X, X U .L. XV W w J L. V- -X- \J X 1 


probable integrase - common tobacco (fragment) 




>gi_530742_emb_CAA56791_ (X80830) integrase [Nicotiana 




tabacum] 


Seq. No. 


31732 


Contig ID 


252436 1.R1040 


5' -most EST 


leu701147851.hl 


Seq. No. 


31733 


Contig ID 


252449_1.R1040 



4846 



II 



5 '-most EST 


gsv701056660.hl 


Seq. No. 


31734 


Contig ID 


252454 1.R1040 


5 ' -most EST 


leu701147662.hl 


Method 


BLASTX 


NCBI GI 


g2760328 


BLAST score 


151 


E value 


4.0e-10 


Match length 


86 


% identity 


37 


NCBI Description 


(AC002130) F1N21.13 [Arabidopsis thaliana] 


Seq. No. 


31735 


Contig ID 


252475 1.R1040 


5 '-most EST 


leu701150839.hl 


Method 


BLASTX 


NCBI GI 


g3292829 


BLAST score 


160 


E value 


4.0e-ll 


Match length 


75 


% identity 


48 


NCBI Description 


(AL031018) putative protein [Arabidopsis thaliana] 


Seq. No. 


31736 


Contig ID 


252492 1.R1040 


5 '-most EST 


zsg701127494 .hi 


Method 


BLASTX 


NCBI GI 


g2462825 


BLAST score 


265 


E value 


9.0e-25 


Match length 


79 


% identity 


73 


NCBI Description 


(AF0006571 contains Procite 'RNP1' Dutative RNA-bindina 




recrion TArabidoDsis thaliana 1 


Seq. No. 


31737 


Contig ID 


252606 1.R1040 


5 '-most EST 


leu701147908.hl 


Method 


BLASTX 


NCBI GI 


g2244784 


BLAST score 


388 


E value 


1.0e-37 


Match length 


133 


% identity 


63 


NCBI Description 


(Z97335) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


31738 


Contig ID 


252691 1 R1040 


5 ' -most EST 


leu701148059 hi 


Sea No 


31739 


Contig ID 


252811 1.R1040 


5 '-most EST 


leu701148184.hl 


Method 


BLASTX 


NCBI GI 


gl653395 


BLAST score 


247 



4847 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



2.0e-21 

92 
53 

(D90913) PET112 [Synechocystis sp. 
31740 

252818JL.R1040 
leu701148193.hl 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 



31741 

252826JL.R1040 

leu701148207.hl 

BLASTX 

g3241943 

678 

2.0e-71 

148 
82 

(AC004625) hypothetical protein [Arabidopsis thaliana] 
31742 

253029_1.R1040 
uC-gmropic039d03bl 

31743 

253029_2.R1040 
uC-gmrominsoy067a08bl 

31744 

253037_1.R1040 
leu701148509.hl 



Seq. No. 
Contig ID 
5* -most EST 



31745 

253113JL.R1040 
leu701148606.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



31746 

253123_1.R1040 
jC-gmro02910041085al 

31747 

253126_1.R1040 
epx701104995.hl 

31748 

253162_1.R1040 
leu701155120.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



31749 

253167_1.R1040 

jC-gmro02800032f04al 

BLASTX 

g3831451 

563 

4.0e-58 

114 

64 



4848 



NCBI Description 



(AC005700) putative O-GlcNAc transferase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31750 

253173_1.R1040 

leu701148706.hl 

BLASTX 

g2190187 

313 

4.0e-29 

102 

33 

(D64087) nuclear matrix constituent protein 1 (NMCP1) 
[Daucus carota] 



Seq. No. 
Contig ID 
5' -most EST 



31751 

253181J..R1040 
leu701148717.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
S'-most EST 



31752 

253222_1.R1040 
kll701214281.hl 
BLASTX 
gl706371 
194 

4.0e-15 
62 
66 

D I HYDRO FLAVONOL- 4 - REDUCTAS E 
4 -REDUCTASE) >gi_486744_pir 
dihy dr o f 1 a vono 1 - 4 - r educ t a s e 
>gi_312777_emb_CAA78930_ (Z17221) 
dihydrof lavonol-4-reductase [Gerbera hybrida] 

31753 

253228_1.R1040 
leu701156342.hl 



( DFR) ( DIHYDROKAEMPFEROL 
_S35189 

(EC 1. -.-.-) - gerbera hybrid 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



31754 

253304JL.R1040 

leu701148887.hl 

BLASTX 

g3426039 

239 

4.0e-20 

99 
49 

(AC005168) unknown protein [Arabidopsis thaliana] 
31755 

253324_1.R1040 
leu701148919.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



31756 

253355_1.R1040 

g5126801 

BLASTX 



4849 



<B 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4376592 
156 

4.0e-10 

144 

9 

(AE001616) SI Ribosomal Protein [Chlamydia pneumoniae] 



Seq. No. 
Contig ID 
5 '-most EST 



31757 

253359_1.R1040 
leu701156353.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31758 

253515JL.R1040 

leu701149235.hl 

BLASTX 

gll4974 

458 

1.0e-45 

138 
63 

NON -CYANOGEN I C BETA-GLUCOSIDASE PRECURSOR 

>gi_67491__pir GLJY31 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb_CAA40058.1_ (X56734) beta-glucosidase 
[Trifolium repens] 



Seq. No. 
Contig ID 
5 '-most EST 



31759 

253588JUR1040 
leu701149335.hl 



Seq. No. 
Contig ID 
5' -most EST 



31760 

253599JL.R1040 
leu701150064.hl 



Seq. No. 

Contig ID 

.5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
•Match length 



31761 

253603JL.R1040 

g4395889 

BLASTX 

gl703052 

145 

5.0e-18 

137 
40 

ACTIVATOR 1 37 KD SUBUNIT (REPLICATION FACTOR C 37 KD 
SUBUNIT) (Al 37 KD SUBUNIT) (RF-C 37 KD SUBUNIT) (RFC37) 
>gi_1498256 (M87339) replication factor C, 37-kDa subunit 
[Homo sapiens] >gi__4506491_ref_NP_002907 . l_pRFC4_ 
replication factor C (activator 1) 4 (37kD) 

31762 

253610_1.R1040 

gsv701045948.hl 

BLASTX 

g2132184 

201 

8.0e-16 
49 



4850 



% identity 

NCBI Description 



67 

hypothetical protein YPL093w - yeast (Saccharomyces 
cerevisiae) >gi_ 1151233 (U43281) LpglSp [Saccharomyces 
cerevisiae] 



Seq. No. 
Contig ID 
5 '-most EST 



31763 

253628_1.R1040 
leu701150093.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



31764 

253645__1.R1040 

asn701134216.hl 

BLASTX 

g2335100 

474 

8.0e-48 

112 

79 

(AC002339) unknown protein [Arabidopsis thaliana] 
31765 

253699_1.R1040 
leu701151830.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 



31766 

253700JL.R1040 

leu701149508.hl 

BLASTN 

g3128136 

39 

2.0e-12 

51 

94 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K1F13, complete sequence [Arabidopsis thaliana] 

31767 

253791_1.R1040 

kll701213583.hl 

BLASTX 

g2213629 

258 

1.0e-22 

52 
88 

(AC000103) F21J9.21 [Arabidopsis thaliana] 
31768 

253867_1.R1040 
leu701149741.hl 



Seq. No. 
Contig ID 
5' -most EST 



31769 

253887_1.R1040 
leu701149768.hl 



Seq. No. 
Contig ID 



31770 

253934 1.R1040 



4851 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmf lmi ns oy 0 0 1 e 1 2b 1 

BLASTX 

g3080389 

253 

1.0e-21 

58 
86 

(AL022603) putative membrane associated protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



31771 

254085_1.R1040 
leu701150058.hl 



Seq. No. 
Contig ID 
5' -most EST 



31772 

254086_1.R1040 
jC-gmle01810023g06dl 



Seq. No. 
Contig ID 
5 T -most EST 



31773 

254112_1.R1040 
jC-gmst02400067d03dl 



Seq. No. 

Contig ID 
5 T -most EST 



31774 

254116JL.R1040 
leu701150107.hl 



Seq. No. 
Contig ID 
5' -most EST 



31775 

254119_1.R1040 
leu701150110.hl 



Seq. No. 
Contig ID 
5' -most EST 



31776 

254192_1.R1040 
jC-gmst02400053b09dl 



Seq. No. 

Contig ID 
5 '-most EST 



31777 

254262_1.R1040 
leu701150330.hl 



Seq. No. 
Contig ID 
5' -most EST 



31778 

254283_1.R1040 
leu701150359.hl 



Seq. No. 
Contig ID 
5' -most EST 



31779 

254298J..R1040 
leu701151987.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31780 

254339JL.R1040 

asn701140117.hl 

BLASTX 

g4559342 

626 

2.0e-65 

121 

92 

(AC007087) putative copper methylamine oxidase [Arabidopsis 
thaliana] 



4852 



Seq. No. 


31781. 


Contig ID 


254385 1.R1040 




leu701151904 hi 


Seq. No. 


31782 


Contig ID 


254471__1.R1040 


R'-mn<;t F^T 


nf — rrmypiTrin n^n^/D^^rl 

LLW vJULJL <JW L lluUy U J 'i O J. £*kJ X. 


Seq. No. 


31783 


Contig ID 


254488JL.R1040 


c; f —mncit- F^T 

J lUUb L J-jO X 


rrc;TT7ni 0477^8 hi 


oeq • lNU • 










j y ill x. lui^iuu Jiyu / a. x 


o e q » IN O . 


T1 7QC. 




9^4^41 1 R1040 

L J1 Jtl 1 t AX VlU 


S'-mo^i- F9T 


1 pn70lT c >0790 hi 


Mpthiori 


BLASTX 


NCBI GI 


g3402692 


BLAST score 


338 


E value 


8.0e-32 


Match length 


82 


% identity 


79 


NCBI Description 


(AC004 697) putative 



CDP-diacylglycerol — glycerol-3-phosphate 
3-phosphatidyltransferase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



31786 

254630_1.R1040 
leu701155825.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 



31787 

254654_1.R1040 

g5606123 

BLASTX 

g4455202 

671 

6.0e-73 

210 
64 

(AL035440) putative APG protein [Arabidopsis thaliana] 
31788 

254798JL.R1040 
leu701151278.hl 



Seq. No. 
Contig ID 
5' -most EST 



31789 

254815_1.R1040 
asn701139715.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31790 

254959_1.R1040 
gsv701056139.hl 



4853 



Seq. No. 
Contig ID 
5 '-most EST 



31791 

254975_1.R1040 
leu701151630.hl 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



31792 

254986_1.R1040 

gsv701048289.hl 

BLASTX 

g953179 

168 

7.0e-12 

45 
69 

(Z37980) ORF14 [Escherichia coli] 
31793 

254990_1.R1040 
leu701151649.hl 



Seq. No. 

Contig ID 
5' -most EST 



31794 

255104JL.R1040 
leu701151824.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 



31795 

2551Q5JL.R1040 

leu701151825.hl 

BLASTX 

g2190549 

325 

4.0e-30 

105 

58 

(AC001229) No definition line found [Arabidopsis thaliana] 
31796 

255116_1.R1040 
leu701151844.hl 

31797 

255127J..R1040 

jC-gmst02400001a02al 

BLASTX 

g2950472 

200 

2.0e-15 

86 
49 

(AL022070) putative autophagocytosis protein 
[Schizosaccharomyces pombe] 

31798 

255147JL.R1040 

leu701151905.hl 

BLASTX 

g2335106 

267 

9.0e-24 



4854 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



85 
31 

(AC002339) 
thaliana] 



salt inducible protein-like [Arabidopsis 



31799 

255151JL.R1040 
leu701151909.hl 



Seq. No. 
Contig ID 
5' -most EST 



31800 

255202JL.R1040 
leu701152071.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31801 

255206JL.R1040 

leu701151982.hl 

BLASTN 

g3860320 

161 

1.0e-85 

249 

91 

Cicer arietinum mRNA for beta-galactosidase, clone 
CanBGal-5 



Seq. No. 

Contig ID 
5' -most EST 



31802 

255219J..R1040 
leu701152005.hl 



Seq. No. 
Contig ID 
5' -most EST 



31803 

255234_1.R1040 
leu701152032.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31804 

255287JL.R1040 

epx701108938.hl 

BLASTN 

g3021354 

131 

1.0e-67 

299 

86 

Cyamopsis tetragonoloba mRNA for UDP-galactose 4-epimerase, 
clone GEPI42 



Seq. No. 
Contig ID 
5 '-most EST 



31805 

255301JL.R1040 
leu701152137.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31806 

255307_1.R1040 
leu701152188.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31807 

255346JL.R1040 
leu701152226.hl 



4855 





"^i ana 


Contig ID 


255355 1.R1040 


5' -most EST 


epx701105781.hl 


Q z~\ /-r 

oeq* ino. 




Contig ID 


255364 1.R1040 


5' -most EST 


asn701142396.hl 


Q rr Mn 
O ci L{ . LN L> . 


JIOIU 


Contig ID 


255388 1.R1040 


5' -most EST 


asn701140536.hl 




Jlo ±± 


Contig ID 


255441 1.R1040 


5' -most EST 


leu701152366.hl 


beq. wo. 


J3 It) 1Z 


Contig ID 


255447 1.R1040 


5' -most EST 


leu701152364.hl 


beq. jno. 


Q1 Q1 T 

olol J 


oonnig id 




o — mosu ho i 


leu /uiiozo^y.ni 


beg. wo. 


*5 1 D 1 A 


oontig id 


ZODDU4 1.K1U4U 


o —mo su Jtijbi 


j.eu / uiiozou / . Hi 




•dt nqrpY 






BLAST score 


274 


E value 


1.0e-24 


Match length 


65 


% identity 


78 


NCBI Description 


(AJ007312) pyru 



pyruvate dehydrogenase kinase [Arabidopsis 



thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



31815 

255670_1.R1040 
jC-gmle01810004c05dl 

31816 

255705_1.R1040 

leu701152767.hl 

BLASTX 

g2135070 

157 

2.0e-10 

90 

36 

enoyl-CoA hydratase {EC 4.2.1.17) / AU-specific RNA-binding 
protein - human >giJ780241_emb_CAA56260_ (X79888) 
AU-binding protein/Enoyl-CoA hydratase [Homo sapiens] 
>gi_4502327_ref__NP_001689.1__pAUH_ AU RNA-binding 
protein/enoyl-Coenzyme A hydratase 

31817 

255760 1.R1040 



4856 



5 '-most EST 



leu701152950.hl 



O • L\ \J . 


31818 


Contig ID 


255786 1.R1040 


5 '-most EST 


leu701152986.hl 


Method 


BLASTX 


NCBI GT 


al946366 




410 


E value 


2.0e-40 


Match length 


106 


9c I Henri - n 


77 




f fl Q *3 9 1 R 1 nnVn f^wn t> t* Pi"h Din 1" Z\ v* hi "i H pst~i q i q "r"h^1*iP.Tt^1 

\\ \J Z> .J X *J ) U.11 JxllUWll ULUUC±il [_ Jt.J- CI, J^J J- V-Xk-J u J. D L.J.1GL JL -LdllCl J 


Seq. No. 


31819 




9SS791 1 Rl 040 


*J lUU O U DO 1 


1 <an7filTs?99^ hi 

1CU / \JJ-J--J£*Z'Z'-J . i J. X 


Seq. No. 


31820 




9 RR7 Qfi 1 Rl 04 0 




t An7ni T^^nnft hi 

lcU/Ui.XJJUUO illl 


Seq. No. 


31821 


Pon - !" i rr TD 
o^iiuxy ±u 


9^RRfi1 1 Rl 040 




rT<?-vT701 7TR9 0^ hi - 


Seq. No. 


31822 


^^jii l. j_y xu 


955.870 1 Rl 040 


R T -mnof TTQT 
O ITLOSt. HiO 1 


leu /uiijjIjd . nx 


Seq. No. 


31823 


UOilL-Xy 1U 


9RRR77 1 Rl 040 
zjjo / / x. t\X u ft u 


o -most Hjoi 


xeu /uxxoo4d4 . ni 


oeq. ino . 




k_/^JIl L J_ y X Lf 


9RRQ0Q 1 Rl 040 


C. 1 _m/-\o+- T?Qrp 


go Xz DZo4 




?1 R95 


Prinf i rr TPl 
V^UIlLXy J-Lt 


9R.RQR.ft 1 Rl 0 4 0 


5 '-most EST 


g4277036 


Method 


BLASTX 




rr?4ff9Q1 Q 


OJ-LTlO J. O^WXC 


94 

T u 


E value 


6.0e-21 


Match length 


77 


O -HJ.CXI L.-L *-y 


uo 


iNOOX ucbUIiptlUIl 


VriL^U .7 / U ) irlll-clLXve prOtclIl AXIlclSS [rixciJJXQ.upSX5 LliciXXciriel 


Seq. No. 


31826 


Pont i rr TO 


255964 1 R1040 


5 '-most EST 


jC-gmle01810048bllal 


Seq. No. 


31827 


Contig ID 


255981 1.R1040 


5 '-most EST 


leu701155318.hl 


Seq. No. 


31828 



4857 



Contig ID 
5 '-most EST 



255989_1.R1040 
leu701153444.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



31829 

255995_1.R1040 
leu701157044.hl 

31830 

256053_1.R1040 

leu701153536.hl 

BLASTX 

g82056 

346 

4.0e-33 

81 

84 

protein kinase, 
(fragment) 

31831 

256065_1.R1040 
leu701154631.hl 



calcium-dependent (EC 2.7.1.-) - carrot 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31832 

256067JL.R1040 

leu701157703.hl 

BLASTX 

g4455202 

198 

l,0e-15 

49 

73 

(AL035440) putative APG protein [Arabidopsis thaliana] 
31833 

256103_1.R1040 

jC-gmst02400048h05al 

BLASTX 

g4406778 

424 

4.0e-42 

90 

87 

(AC006532) putative brassinosteroid insensitive protein 
[Arabidopsis thaliana] 

31834 

256105_1.R1040 

leu701153775.hl 

BLASTN 

g3599418 

33 

3.0e-09 

58 

90 

Glycine max alternative oxidase precursor (Aoxl) gene, 
nuclear gene encoding mitochondrial protein, complete cds 



4858 



Seq. No, 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



31835 

256232JL.R1040 

k!1701215249.hl 

BLASTX 

g2244818 

227 

5.0e-19 

85 

59 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
31836 

256247_1.R1040 
leu701156002.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31837 

256284JL.R1040 

uC-gmrominsoy250d07bl 

BLASTX 

g4454470 

396 

9.0e-39 
96 
77 

(AC006234) 
thaliana] 



putative sugar transporter [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31838 

256490_1.R1040 

leu701154354.hl 

BLASTX 

g3036795 

188 

7.0e-14 

100 

34 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805857_emb_CAA21477_ (AL031986) putative protein 
[Arabidopsis thaliana] 

31839 

256526_1.R1040 

leu701154409.hl 

BLASTX 

gll70619 

494 

6.0e-50 

156 

66 

KINESIN-LIKE PROTEIN A >gi_479594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2 91108 4_emb_CAAl 754 6__ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



4859 



Seq. No. 
Contig ID 
5' -most EST 



31840 

256562J..R1040 
leu7G1154463.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31841 

256640_1.R1040 
leu701154583.hl 

31842 

256660J..R1040 
leu701154616.hl 

31843 

256677_1.R1040 
gsv701051142.hl 

31844 

256686JL.R1040 

leu701154688.hl 

BLASTX 

g3892052 

143 

3.0e-09 

72 

43 

(AC002330) predicted protein of unknown function 
[Arabidopsis thaliana] 

31845 

256696_1.R1040 
k!1701212105.hl 



31846 

256717_1.R1040 

leu701154812.hl 

BLASTX 

gl076715 

159 

4.0e-ll 

51 

57 

abscisic acid-induced protein HVA22 
(L19119) A22 [Hordeum vulgare] 



- barley >gi_404589 



Seq. No. 
Contig ID 
5 '-most EST 



31847 

256718_1.R1040 
leu701154813.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



31848 

256780JL.R1040 
leu701157246.hl 

31849 

256866JL.R1040 
leu701155254.hl 



Seq. No. 



31850 



4860 



Contig ID 
5 '-most EST 



256908_1.R1040 
leu701155323.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31851 

256936JL.R1040 
leu701156683.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31852 

256991J..R1040 
leu701155434.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31853 

257028JL.R1040 
leu701155488.hl 



Seq. No. 
Contig ID 
5' -most EST 



31854 

257062JL.R1040 
leu701155537.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



31855 

257081_1.R1040 
jC-gmfl02220070c02dl 

31856 

257084_1.R1040 
leu701155563.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31857 

257106JL.R1040 
leu701155594.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



31858 

257125_1.R1040 
gsv701051789.hl 

31859 

257271JL.R1040 

jC-gmle01810089bl0al 

BLASTX 

g3004564 

532 

1.0e-70 

164 

79 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 

31860 

257340_1.R1040 
leu701155940.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



31861 

257371JL. 

g4289134 

BLASTX 

g3695019 

601 



R1040 



4861 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 



2.0e-62 

166 

69 

(AF055848) subtilisin-like protease [Arabidopsis thaliana] 
31862 

257379JL.R1040 

jC-gmro02800030allal 

BLASTX 

g3004551 

134 

2.0e-12 

83 
48 

(AC003673) hypothetical protein [Arabidopsis thaliana] 
31863 

257382_1.R1040 
leu701155988.hl 



Seq. No. 
Contig ID 
5' -most EST 



31864 

257383_1.R1040 
leu701156155.hl 



Seq. No. 
Contig ID 
5' -most EST 



31865 

257415_1.R1040 
leu701157027.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31866 

257420_1.R1040 
leu701157020.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 



31867 

257427_1.R1040 

leu701156709.hl 

BLASTX 

g2129675 

102 

1.0e-08 

38 
92 

probable chlorophyll synthetase G4 - Arabidopsis thaliana 
>gi_972938 (U19382) putative chlorophyll synthetase 
[Arabidopsis thaliana] >gi_3068709 (AF049236) putative 
chlorophyll synthetase [Arabidopsis thaliana] 

31868 

257432J..R1040 
leu701156068.hl 



Seq. No. 

Contig ID 
5 '-most EST 



31869 

257457JL.R1040 
leu701156109.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31870 

257521_1.R1040 
jsh701069515.hl 



4862 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g2213538 

169 

4.0e-12 

45 
80 

(X98740) 



DNA-binding protein PD2 [Pisum sativum] 



31871 

257560_1.R1040 
leu701156284.hl 



Seq. No. 
Contig ID 
5' -most EST 



31872 

257607_2.R1040 
leu701156572.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



31873 

257673JL.R1040 
jC-gmro02800039b09dl 

31874 

257682JL.R1040 
leu701156601.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31875 

257720_1.R1040 

jC-gmst02400057hllal 

BLASTX 

g3236261 

304 

1.0e-27 

86 

67 

(AC004684) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



31876 

257767JL.R104G 
leu701156585.hl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 



31877 

257804JL.R1040 

jC-gmro029100 61h05al 

BLASTX 

g3033377 

273 

5.0e-24 

137 

43 

(AC004238) putative berberine bridge enzyme [Arabidopsis 
thaliana] 

31878 

257824_1.R1040 
leu701156664.hl 



Seq. No. 



31879 



4863 



uonx.iy iu 


9 R7P. "31 1 T?1 H 


o must noi 


leu /UllJOO / 1 .ni 


OSCJ. NO. 


JlOoU 


uontig id 


ZO/ooZ 1.K1U4U 


D IlLUbU IjOI 


IcU/UIIjOO / Z .111 






NCBI GI 


01101770 


BLAST score 


475 


E value 


1.0e-47 




Ifi Z7 


% identity 


Do 


jnudi Description 


JxLiti— luce transcriptional ractor Mbri [ 




itiariana] 


beq. no. 


Q1 QQ1 


uontig ijj 


Z0/cSo4 1.K1U4U 


O ITIOS L HjOJL 


VI 1 701 9*001 "59 hi 

kii /uizujiji . ni 


Mot h otH 


DJ_LfiO 1 A. 


NCBI GI 


g2959781 


BLAST score 


316 


E value 




Match length 


1 / R 
14 D 


% identity 


35 


NCBI Description 


(AJ223508) Zwille protein [Arabidopsis thaliana 


beq. No. 


Tl ooo 
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NCBI GI 


g3646324 


BLAST score 
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% identity 
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NCBI Description 


(AJ000761) MADS-box protein [Malus domestical 
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NCBI Description 


(AF034132) MYB-like DNA-binding domain protein 




hirsutum] 



4864 



Seq. No. 
Contig ID 
5' -most EST 



# 



31886 

257926_1.R1040 
leu701157083.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31887 

257973J..R1040 
leu701156974.hl 



Seq. No. 
Contig ID 
5' -most EST 



31888 

257976_1.R1040 
leu701156988.hl 



Seq. No. 
Contig ID 
5' -most EST 



31889 

257986_1.R1040 
leu701156994.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



31890 

257992_1.R1040 

leu701157008.hl 

BLASTX 

g3776559 

436 

2.0e-43 

106 

80 

(AC005388) Strpng similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 

31891 

258018_1.R1040 
leu701157043.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



318 92 

258054JL.R1040 

leu701157092.hl 

BLASTX 

g2623304 

181 

3.0e-13 

119 

32 

(AC002409) similar to Medicago nodulin N21 [Arabidopsis 
thaliana] 

31893 

258080_1.R1040 
leu701157163.hl 



Seq. No. 

Contig ID 
5 '-most EST 



31894 

258095_1.R1040 
leu701157186.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31895 

258096__1.R1040 
leu701157204.hl 



4865 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31896 

258117JL.R1040 

leu701157227.hl 

BLASTX 

g2689720 

255 

3.0e-22 

78 

71 

(AF037168) DnaJ homologue [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



31897 

258219JL.R1040 
zsg701123070.hl 



Seq. No. 
Contig ID 
5' -most EST 



31898 

258261_1.R1040 
hrw701061515.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31899 

258266_1.R1040 

leu701157545.hl 

BLASTX 

g4530126 

205 

4.0e-16 

113 
42 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 



31900 

258282_1.R1040 
leu701157704.hl 



Seq. No. 
Contig ID 
5' -most EST 



31901 

258328_1.R1040 
leu701157879.hl 



Seq. No. 
Contig ID 
5 T -most EST 



31902 

258334J..R1040 
leu701157733.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31903 

258547_1.R1040 

jC-gmst02400055el0al 

BLASTX 

g2737926 

641 

4.0e-67 

155 
77 

(U77673) fimbrin-like protein AtFim2 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



31904 

258614 1.R1040 



4866 



# 



5 1 -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



uC-gmflminsoy065al0bl 
31905 

258642JL.R1040 

uC- gmf lmin s o y 0 8 9 c 0 9b 1 

BLASTX 

g3201627 

181 

2.0e-13 

36 
83 

(AC004669) putative SWH1 protein [Arabidopsis thaliana] 
31906 

258668JL.R1040 

uC-gmflminsoy018b04bl 

BLASTX 

g2529707 

400 

5.0e-39 

127 

57 



NCBI Description (AF001434) Hpast [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31907 

258676_1.R1040 

gsv701043806.hl 

BLASTX 

g4309698 

420 

1.0e-41 

99 

78 

(AC006266) putative glucosyltransferase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



31908 

258684_1.R1040 
gsv701046676.hl 

31909 

258714_1.R1040 

jC-gmst02400078g05dl 

BLASTX 

g4056482 

353 

2.0e-33 

99 

41 

(AC005896) putative ABC transporter [Arabidopsis thaliana] 
31910 

258740_1.R1040 
gsv701043922.hl 



Seq. No. 

Contig ID 



31911 

258760 1.R1040 



4867 



5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701051971.hl 

BLASTX 

gl362091 

369 

9.0e-36 

83 

81 

cellulase (EC 3.2.1.4) precursor - tomato >gi_924 622 
(U20590) endo-1, 4-beta-glucanase precursor [Solanum 
lycopersicum] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31912 

258866_1.R1040 

gsv701050088.hl 

BLASTX 

g2288988 

370 

8.0e-36 

88 
77 

(AC002335) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



31913 

258870_1.R1040 
uC-gmflminsoy082g05bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31914 

258890JL.R1040 

jC-gmfl02220108h02al 

BLASTX 

g4432814 

703 

3.0e-74 

158 

84 

(AC006593) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31915 

258910_1.R1040 

g5058417 

BLASTX 

g4220480 

229 

3.0e-23 

133 

19 

(AC006069) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



31916 

258928JL.R1040 
asn701142720.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



31917 

258930_1.R1040 
jsh701067648.hl 
BLASTN 
gl669590 
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NCBI Description 


(AC003113) F2501.15 [Arabidopsis thaliana] 


OCv^ • iMKJ * 


11 Q90 


Print' i rr TP) 


O^Qfl^fi 1 PI (140 

t. Jjw_10 X • I\X u *± u 


c; i _mr\C!+- PQT 
-J IlLUoL HiOl 


rr<3T77 0l7T4 4H1 >i 1 


o c y • in u . 


11 Q91 

jl _?zx 


uonT-iy xu 


zoyzyo X.KXU4U 




rr<3T77 01 ?14 4 74 R hi 

ysv/uxu^_*_ / ^t j , ni 








rrlfifi7fi c l4 


BLAST score 


148 


E value 


1.0e-18 


x, v icl LLn XCIiy_.ll 


7R 


^ lUcIlLlty 


RS 


NCBI Description 


(AF047975) putative ethylene receptor; ETR2 [Arabidop: 




thaliana] 
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# 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI " ~ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



47 

(X96784) cytochrome P450 [Nicotiana tabacum] 
31924 

259525JL.R1040 

gsv701044982.hl 

BLASTN 

g3832511 

114 

2.0e-57 

246 

87 

Astragalus membranaceus granule-bound glycogen (starch) 
synthase mRNA, complete cds 

31925 

259544JL.R1040 
gsv701045212.hl 

31926 

259549_1.R1040 

zsg701118809.hl 

BLASTX 

g2623298 

485 

3.0e-49 

87 

97 

(AC002409) putative 4-alpha-glucanotransf erase [Arabidopsis 
thaliana] 
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Contig ID 
5 '-most EST 
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5 '-most EST 
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Contig ID 
5' -most EST 
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5 1 -most EST 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



31927 

259627J..R1040 
gsv701045149.hl 

31928 

259727_1.R1040 
gsv701045381.hl 

31929 

259798JL.R1040 
gsv701045392.hl 

31930 

259853JL.R1040 
jC~gmst02400045gl0al 

31931 

259914_1.R1040 
gsv701045560.hl 

31932 

260018J..R1040 
ek!700968110.hl 



Seq. No. 
Contig ID 
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NCBI Description 


(AF009179) replication protein Al [Oryza sativa] 
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NCBI Description 


(Y14209) R2R3-MYB transcription factor [Arabidops 




thaliana] 
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NCBI Description 


(AL021961) putative protein [Arabidopsis thaliana 



Seq. No. 31942 
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Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



260849_1.R1040 
gsv701046733.hl 

31943 

260881JL.R1040 

j C-gms t 0 2 4 0 0 0 0 5d0 9dl 

31944 

261125_1.R1040 

gsv701047135.hl 

BLASTX 

g!619300 

254 

8.0e-22 

108 

47 

(X95269) LRR protein [Lycopersicon esculentum] 



Seq. No. 


31945 


Contig ID 
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5 '-most EST 


gsv701047665.hl 


Method 


BLASTX 


NCBI GI 
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BLAST score 
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E value 
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Match length 
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% identity 
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NCBI Description 


(AL022605) putative 




thaliana] 


Seq. No. 
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Contig ID 
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5' -most EST 


gsv701047792.hl 


Method 


BLASTX 


NCBI GI 


g4559355 


BLAST score 
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E value 


9.0e-24 


Match length 


73 


% identity 


64 


NCBI Description 


(AC006585) hypothet 


Seq. No. 


31948 


Contig ID 


261508 1.R1040 


5 '-most EST 


gsv701047811.hl 


Seq. No. 


31949 


Contig ID 


261596 1.R1040 


5 '-most EST 


gsv701047921.hl 


Method 


BLASTX 


NCBI GI 


g2119719 


BLAST score 


418 


E value 


2.0e-41 


Match length 


94 



putative L-ascorbate oxidase [Arabidopsis 
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% identity 84 

NCBI Description heat-shock cognate protein 70-3 - tomato >gi_762844 
(L41253) Hsc70 [Lycopersicon esculentum] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



31950 

261665JL.R1040 
g5753145 

31951 

261707_1.R1040 

jC-gmro02910062a07dl 

BLASTX 

g2435522 

198 

2.0e-15 

62 
61 

(AF024504) contains similarity to other AMP-binding enzymes 
[Arabidopsis thaliana] 

31952 

261714_1.R1040 
gsv701048715.hl 

31953 

261746_1.R1040 
gsv701048116.hl 

31954 

261752_1.R1040 

uC-gmrominsoyl69b08bl 

BLASTX 

g2443329 

193 

3.0e-14 

135 
39 

(D86122) Mei2-like protein [Arabidopsis thaliana] 
31955 

261790_1.R1040 
uC-gmropic040b!0bl 

31956 

261819_1.R1040 
gsv701048211.hl 

31957 

261868_JL.R1040 
gsv701048270.hl 



Seq. No. 
Contig ID 
5 '-most EST 



31958 

261886_1.R1040 
hrw701061252.hl 



Seq. No. 
Contig ID 



31959 

261965 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -mo st EST 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



jC-gmst02400063c04al 

BLASTX 

g2827709 

459 

1.0e-45 

246 
21 

(AL021684) predicted protein [Arabidopsis thaliana] 
31960 

261982JL.R1040 
gsv701048432.hl 

31961 

261984JL.R1040 
gsv701048434.hl 

31962 

262103_1.R1040 

gsv701048573.hl 

BLASTX 

g2497542 

467 

5.0e-47 

110 

85 

PYRUVATE KINASE, CHLOROPLAST ISOZYME G PRECURSOR 

>gi_629696_pir S44287 pyruvate kinase, plastid - common 

tobacco >gi_482 938_emb_CAA82223_ (Z28374) Pyruvate kinase 
plastid isozyme [Nicotiana tabacum] 

31963 

262173_1.R1040 
gsv701048667.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



31964 

262199_1.R1040 
g5752535 

31965 

262223JL.R1040 
gsv701048741.hl 

31966 

262260JL.R1040 

jC-gmfl02220138b03al 

BLASTX 

g4376203 

204 

6.0e-16 

114 

36 

(U35226) putative cytochrome P-450 [Nicotiana 
plumbagini folia] 

31967 

262304 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gsv701048838.hl 

BLASTX 

g3834307 

260 

2.0e-22 

113 

61 

(AC005679) Strong similarity to gene T10I14.120 gi_2832679 
putative protein from Arabidopsis thaliana BAC gb_AL021712, 
ESTs gb_N65887 and gb_N65627 come from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31968 

262337_1.R1040 

zsg701127365.hl 

BLASTX 

g2462835 

476 

7.0e-48 

124 

72 

(AF000657) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



31969 

262392_1.R1040 
asn701140958.hl 



Seq. No. 

Contig ID 
5 '-most EST 



31970 

262400_1.R1040 
uC-gmropic!10f02bl 



Seq. No. 
Contig ID 
5' -most EST 



31971 

262402_1.R1040 
uC-gmropic016f02bl 



Seq. No. 
Contig ID 
5 '-most EST 



31972 

262444_1.R1040 
uC-gmrominsoy319bl0bl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



31973 

262463_1.R1040 
gsv701049036.hl 

31974 

262480__1.R1040 

asn701138395.hl 

BLASTX 

gll68609 

353 

8.0e-34 

90 

74 

AUXIN-RESISTANCE PROTEIN AXR1 >gi_479664_pir S35071 

auxin-resistance protein AXR1 - Arabidopsis thaliana 
>gi_304104 (L13922) ubiquitin-activating enzyme El 
[Arabidopsis thaliana] >gi_2388579 (AC000098) Match to 
Arabidopsis AXR1 ( gb_AT HAXR1 122) . [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



>gi_448755_prf 1917337A ubiquitin-activating enzyme El 

[Arabidopsis thaliana] 

31975 

262521_1.R1040 
gsv701049112.hl 

31976 

262529_1.R1040 
gsv701049122.hl 

31977 

262551_1.R1040 
gsv701049144.hl 

31978 

262639_1.R1040 

kll701213755.hl 

BLASTX 

g3059122 

499 

1.0e-50 

121 
80 

(AJ003783) glyeraldehyde-3-phosphate dehydrogenase 
[Marsilea quadrifolia] 

31979 

262640_1.R1040 
jC-gmro02910004cl2al 

31980 

262673_1.R1040 

g5605938 

BLASTX 

g2739279 

447 

2.0e-44 

165 

54 

(AJ223177) short chain alcohol dehydrogenase [Nicotiana 
tabacum] >gi_27 9134 8_emb_CAAl 115 4_ (AJ223178) short chain 
alcohol dehydrogenase [Nicotiana tabacum] 

31981 

262742_1.R1040 

uC-gmrominsoy096e06bl 

BLASTX 

g2832304 

466 

1.0e-46 

149 

59 

(AF044489) receptor-like protein kinase [Oryza sativa] 
31982 

262772 1.R1040 
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# 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



g5175517 
BLASTX 
g2529677 
148 

1.0e-09 

37 
73 

(AC002535) 
thaliana] 



kinesin-like protein, heavy chain [Arabidopsis 



31983 

262777JL.R1040 

jC-gmro02800027dlldl 

BLASTX 

g2739378 

141 

8.0e-09 

63 

48 

(AC002505) AR781 [Arabidopsis thaliana] 
31984 

262855_1.R1040 
jC-gmro02910007b01al 

31985 

262865JL.R1040 
gsv701049586.hl 

31986 

262925_1.R1040 
jC-gmfl02220103e08al 

31987 

262932_1.R1040 
uC-gmrominsoyl78cllbl 

31988 

262946_1.R1040 

gsv701049693.hl 

BLASTX 

gl946368 

258 

2.0e-22 

119 

48 

(U93215) unknown protein [Arabidopsis thaliana] 
31989 

263020_1.R1040 

g5753325 

BLASTX 

g3367531 

131 

7.0e-12 

148 

36 
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NCBI Description 



(AC004392) Strong similarity to gi_2160138 F19K23.6 gene 
product from A. thaliana BAC gb_AC000375, [Arabidopsis 
thai i ana] 



Seq. No. 


31990 


Contig ID 


263102_1.R1040 


S'-most EST 


gsv /u±U4yy4z.n± 


Method 




NCBI GI 


gl69980 


BLAST score 


188 


E value 


i . ue-iui 


Match length 


ZoZ 


% identity 


AO 


NCBI Description 


Soybean heat-snocK protein tbmnspzo t\) 


Seq. No. 


31991 


Contig ID 


2631/5 1.R1U4U 


r— i i rin m 

5 '-most EST 


gsv /uiUDiouo.ni 


Seq. No. 


31992 


Contig ID 


263203_1.R1040 


5' -most EST 


gsv7 01050068 . nl 


Method 


BLASTX 


NCBI GI 


g2827621 


BLAST score 


194 


E value 


4 . 0e-l5 


Match length 


38 


% identity 


82 


NCBI Description 


(ALOzlooo) putative protein LAraoiaops 


Seq. No. 


31993 


Contig ID 


263309 1.R1040 


5' -most EST 


g5753498 


Method 


BLASTX 


NCBI GI 


g2191168 


BLAST score 


147 


E value 


7.0e-21 


Match length 


91 


% identity 


60 


NCBI Description 


(AF007270) contains similarity to myos 




[Arabidopsis thaliana] 


Seq. No. 


31994 


Contig ID 


263364 1.R1040 


5 '-most EST 


zsg701124991.hl 


Seq. No. 


31995 


Contig ID 


263422 1.R1040 


5 '-most EST 


gsv701050367.hl 


Seq. No. 


31996 


Contig ID 


263439 1.R1040 


5 '-most EST 


g5058204 


Method 


BLASTX 


NCBI GI 


g4038044 


BLAST score 


235 


E value 


2.0e-19 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq- No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
S'-most EST 



83 
66 

(AC005936) unknown protein [Arabidopsis thaliana] 
>gi_4406788_gb_AAD20098_ (AC006532) unknown protein 
[Arabidopsis thaliana] 

31997 

263481_1.R1040 
uC-gmflminsoy071cllb2 

31998 

263483_1.R1040 
gsv701055252.hl 

31999 

263544_1.R1040 
gsv701050526.hl 

32000 

263548_1.R1040 
jC-gmst02400055e04al 

32001 

263611JL.R1040 

g5342721 

BLASTX 

gl234900 

313 

6.0e-59 

168 

73 

(X92489) homeobox-leucine zipper protein [Glycine max] 
32002 

263694_1.R1040 
uC-gmropic034fllbl 

32003 

263724JL.R1040 

uC-gmropic047c06bl 

BLASTX 

gl871187 

357 

1.0e-33 

149 

51 

(U90439) unknown protein [Arabidopsis thaliana] 
32004 

263731_1.R1040 
jC-gmst02400004c05dl 

32005 

263731_2.R1040 
g5688425 



Seq. No. 



32006 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



263747JL.R1040 

kll701213958.hl 

BLASTX 

g2335100 

470 

2.0e-47 

108 
81 

(AC002339) unknown protein [Arabidopsis thaliana] 
32007 

263777JL.R1040 

gsv701050836.hl 

BLASTX 

g3482920 

251 

2.0e-21 

63 
73 

(AC003970) Hypothetical protein [Arabidopsis thaliana] 
32008 

263822J..R1040 
jC-gmfl02220080c07al 

32009 

263837_1.R1040 

gsv701050960.hl 

BLASTX 

gl800223 

150 

7.0e-10 

57 

53 

(U65018) mannosyltransf erase [Dictyostelium discoideum] 
32010 

263995_1.R1040 

gsv701051161.hl 

BLASTX 

g3668171 

422 

3.0e-41 

190 
44 

(AB006052) RNA polymerase I second-largest subunit 
[Neurospora crassa] 

32011 

264077_1.R1040 

uC-gmflminsoy018b08bl 

BLASTX 

g4455171 

262 

1.0e-42 

185 
51 
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NCBI Description (AL035521) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32012 

264119_1.R1040 
gsv701054444.hl 

32013 

264223_1.R1040 

fC-gmle700554943d3 

BLASTX 

g2982301 

165 

2.0e-ll 

44 

66 

(AF051235) YGLOlOw-like protein [Picea mariana] 
32014 

264286_1.R1040 
gsv701051519.hl 

32015 

264324JL.R1040 
gsv701051566.hl 

32016 

264429JL.R1040 

gsv701051722.hl 

BLASTX 

g2961346 

167 

5.0e-12 

37 

76 

(AL022140) pectinesterase like protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



32017 

264454_1.R1040 
gsv701056174.hl 

32018 

264536_1.R1040 
gsv701054288.hl 

32019 

264565JL.R1040 
gsv701054339.hl 

32020 

264566_1.R1040 
gsv701051941.hl 

32021 

264617JL.R1040 

zsg701125604.hl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4220519 
161 

5.0e-ll 

61 
57 

(AL035356) putative protein binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



32022 

264667_1.R1040 
gsv701052072.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32023 

264775_1.R1040 
gsv701052304.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32024 

264818_1.R1040 

gsv701Q52381.hl 

BLASTX 

g2262115 

449 

2.0e-44 

261 
36 

(AC002343) cellulose synthase isolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



32025 

264961JL.R1040 
gsv701052605.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32026 

264986_1.R1040 
uC-gmronoir000g05bl 



Seq. No. 
Contig ID 
5 '-most EST 



32027 

264998JL.R1040 
gsv701052745.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32028 

265158JL.R1040 
gsv701052877.hl 



Seq. No. 

Contig ID 
5 '-most EST 



32029 

265180JL.R1040 
uC-gmropicl09h08bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32030 

265232JL.R1040 

jC-gmfl02220063c04dl 

BLASTX 

g2281085 

315 

7.0e-29 

70 

74 

(AC002333) CTR1 protein kinase isolog 



[Arabidopsis 



4882 



thaliana] 



Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32031 

265232_2.R1040 

fC-gmse700658724d3 

BLASTX 

g2281085 

203 

7.0e-16 

42 
76 

(AC002333) CTRl protein kinase isolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32032 

265252J..R1040 

gsv701053004.hl 

BLASTX 

gll72633 

179 

2.0e-13 

91 

53 

PROLIFERA PROTEIN >gi_675491 (L39954) contains MCM2/3/5 
family signature; PROSITE; PS00847; disruption leads to 
early lethal phenotype; similar to MCM2/3/5 family, most 
similar to YBR1441 [Arabidopsis thaliana] 

32033 

265256J..R1040 

uC-gmropicl02gl0bl 

BLASTX 

gl083160 

4 68 

8.0e-47 

176 

51 

mannosyl-oligosaccharide 1, 2-alpha-mannosidase (EC 
3.2*1.113) - rabbit (fragment) 

32034 

265317JL.R1040 
g5677973 

32035 

265389JL.R1040 

uC-gmrominsoy258f 09bl 

BLASTX 

g3600039 

374 

5.0e-46 

201 
53 

(AF080119) similar to Schizosaccharomyces pombe isp4 
protein (GB:D14061) [Arabidopsis thaliana] 



Seq. No. 



32036 
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Contig ID 

5 1 -most EST , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



265550J..R1040 

kll701204243.h2 

BLASTN 

g3449326 

33 

4.0e-09 

77 

86 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19M22, complete sequence [Arabidopsis thaliana] 

32037 

26560CM..R1040 
uC-gmronoir026h07bl 

32038 

265673J..R1040 
gsv701053601.hl 

32039 

265696JL.R1040 

gsv701056138.hl 

BLASTX 

g2245020 

299 

3.0e-27 

67 

75 

(Z97341) growth regulator homolog [Arabidopsis thaliana] 
32040 

265724JL.R1040 
gsv701053686.hl 

32041 

265776JL.R1040 
jsh701063921.hl 

32042 

265779JL.R1040 
gsv701053759.hl 

32043 

265788JL.R1040 
gsv701053763.hl 

32044 

265802JL.R1040 

gsv701053880.hl 

BLASTX 

g2191136 

234 

7.0e-20 

91 

55 

(AF007269) Similar to UTP-Glucose Glucosyltransf eraser- 
coded for by A. thaliana cDNA T4 6230; coded for by A. 
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# • 





thaliana cDNA H76538; coded for by A. thaliana cDNA H76290 




[Arabidopsis thaliana] 


Seq. No. 


32045 


Contig ID 


265881_1.R1040 


5 '-most EST 


jC-gmro02910024a09dl 


t~J v-^ • LS\J • 


32046 


Contig ID 


265900JL.R1040 


5' -most EST 


gsv701053916.hl 


Sea No. 


32047 


Contig ID 


265938_1-R1040 


5 1 -most EST 


gsv701053964.hl 


Sprr No 

i*j C VJ • \y * 


32048 


Contig ID 


265959 1.R104Q 


5 '-most EST 


jC-gmfl02220090g07al 


Seq. No. 


32049 


Contig ID 


265975 1.R1040 


5' -most EST 


asn701139792.hl 


Seq. No. 


32050 


Contig ID 


265983 1.R1040 


5 '-most EST 


"gsv701054023.hl 


Sea Nr» 


32051 


Contig ID 


265995_1.R1040 


5' -most EST 


uC-gmropicll3c02bl 


Sea No. 


32052 


Contig ID 


266077 1.R1Q40 


5 '-most EST 


gsv701054136.hl 


Seq. No. 


32053 


Contia ID 


266080 1.R1040 


S 1 -most EST 


jsh701064056.hl 


Sea No 


32054 


Contig ID 


266090 1.RI040 


5 '-most EST 


asn701131030.hl 




BLASTX 

J-^ 1ml L 1K^/ J. £^ 


NCBI GI 


a2833378 




319 


E value 


3.0e-29 


Match length 


172 


% icientitv 

o J- v»jln^ ii u i. i«» y 


41 


NCBI Descriotion 


HEXOKINASE >gi 619928 (U18754) hexokinase [Arabidopsis 


thaliana] >gi 1582383 prf 2118367A hexokinase [Arabidops. 




t*ha 1 i ana 1 


Seq. No. 


32055 


Contig ID 


266111 1.R1040 


5' -most EST 


g4307829 


Method 


BLASTN 


NCBI GI 


g3116019 



4885 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38 

6.0e-12 

90 
86 

Pisum sativum mRNA for ftsZ gene 
32056 

266143^1. R1040 
gsv701054229.hl 

32057 

266229JL.R1040 

uC-gmropic056gllbl 

BLASTX 

g629561 

248 

4.0e-21 

121 
44 

SRG1 protein - Arabidopsis thaliana 
>gi_479047_emb_CAA55654_ (X79052) SRG1 [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



32058 

266238JL. R1040 
zsg701119112.hl 

32059 

266276JL.R1040 
gsv701054413.hl 

32060 

266280JL.R1040 

gsv701056418,hl 

BLASTX 

g3411152 

191 

8.0e-15 

54 

69 

(AF066050) thymidine kinase [Oryza sativa] 
32061 

266337JL.R1040 

uC-gmr omins oy 3 1 0 dl 0b 1 

BLASTX 

g3335373 

284 

2.0e-25 

72 

71 

(AC003028) putative GTL1 protein [Arabidopsis thaliana] 
32062 

266337_2.R1040 

uC-gmrominsoyl25a08bl 

BLASTX 



4886 



# 



NCBI GI 


g3335373 


BLAST score 


385 


E value 


6 . ue-o / 


Match length 


9o 


% identity 


*7 A 

74 


NCBI Description 


/•nrrinQnoQ ^ -i ^ra. cti 1 T^r*/^i+" oi n r Ar^Y^ i Hon 6 ! i t* Via liana 1 


Seq. No. 




Contig ID 


n O E C 1 ni A/| n 
ZOOoOO 1.K1U4U 


5 f -most EST 


~ mv .«r\1 nfll 9K1 

guiropicuiiuiZDi 


Method 


BLASTX 


NCBI GI 


gl663541 


BLAST score 


224 


E value 


z . ue-io 


Match length 


yi 


% identity 


58 


NCBI Description 


(U55805) disease resistance protein homolog [Glycine max 


Seq. No. 


*3 o n /** >i 

32064 


Contig ID 


266428 1.R1040 


5' -most EST 


gsv701054626.hl 


Seq. No. 


32065 


Contig ID 


Zoo4o / i . K1U4U 


5 '-most EST 


jC-gmleOlolOOlocUiaz 


Seq. No. 


32066 


Contig ID 


266605_1.R1040 


5' -most EST 


epx / uiiuyi)4z.ni 


Method 


BLASTX 


NCBI GI 


g3242071 


BLAST score 


285 


E value 


3 . Oe-zo 


Match length 


163 


% identity 


42 


NCBI Description 


(AJ007289) myb-liJce protein [AraDiaopsis tnaiidnaj 


Seq. No. 


32067 


Contig ID 


266624_1 .R1040 


5' -most EST 


gsv /UlUooyUo. nl 


Method 


BLASTX 


NCBI GI 


g2827709 


BLAST score 


446 


E value 


2 . Oe-44 


Match length 


T 1 >1 

114 


% identity 


73 


NCBI Description 


(AL021684) predicted protein [Arabidopsis thaliana] 


Seq. No. 


32068 


Contig ID 


266713 1.R1040 


5 1 -most EST 


gsv701055205 .hi 


Seq. No. 


32069 


Contig ID 


266809 1.R1040 


5 T -most EST 


gsv701055203.hl 


Method 


BLASTN 


NCBI GI 


g28589 



4887 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq- No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



315 

1.0e-177 

315 

100 

Human messenger RNA for serum albumin (HSA) 
32070 

266881_1.R1040 
uC-gmrominsoy219f09bl 

32071 

266882_1.R1040 

jC-gmle01810082f09al 

BLASTX 

g4490316 

242 

2.0e-20 

123 
43 

(AL035678) nucellin-like protein [Arabidopsis thaliana] 
32072 

266933JL.R1040 

gsv701055343.hl 

BLASTX 

g3551954 

176 

1.0e-12 

78 

44 

(AF082030) senescence-associated protein 5 [Hemerocallis 
hybrid cultivar] 

32073 

267126JL.R1040 
gsv701055586.hl 



32074 

267154_1.R1040 

jC-gmfl02220103a08al 

BLASTX 

g3510254 

148 

2.0e-09 

41 

78 

(AC005310) putative zinc transporter 



[Arabidopsis thaliana] 



32075 

267155_1.R1040 
gsv701055657.hl 

32076 

267175_1.R1040 

uC-gmrominsoy072e01bl 

BLASTX 

g3334142 



4888 



CI 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



579 

6.0e-60 

148 

76 

CENTROMERE /MICROTUBULE BINDING PROTEIN CBF5 
(CENTROMERE-BINDING FACTOR 5) (NUCLEOLAR PROTEIN CBF5) 
>gi_2737892 (U59150) nucleolar protein AfCbf5p [Sartorya 
fumigata] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32077 

267306_1.R1040 

fC-gmro700763939d3 

BLASTX 

g3201554 

328 

2.0e-30 
62 

(AJ006501) beta-D-glucosidase [Tropaeolum majus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32078 

267411_1.R1040 

gsv701055941.hl 

BLASTX 

g3688284 

595 

8.0e-62 
146 
73 

(AJ011567 
lanata] 



lanatoside 15'-0-acetylesterase [Digitalis 



Seq. No. 
Contig ID 
5' -most EST 



32079 

267480_1.R1040 
jC-gmro02910003g06al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32080 

267608JL.R1040 

jC-gmro02910061c08al 

BLASTX 

gl857447 

251 

1.0e-21 

110 

47 

(U82367) UDP-glucose glucosyltransf erase [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



32081 

267784_1.R1040 

zsg701126354.hl 

BLASTX 

g4388832 

514 

2.0e-52 

119 

85 



4889 



NCBI Description 



(AC006528) putative DNA replication licensing factor with 
an MCM family domain (prosite: PDOC00662) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32082 

267856JL.R1040 
epx701108984.hl 

32083 

267885JL.R1040 

gsv701056530.hl 

BLASTX 

g3176671 

227 

7.0e-19 

69 

59 

(AC004393) Contains similarity to hypothetical gene B0495.7 
gb_687822 from C. elegans cosmid gb_U21317. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



32084 

267894_1.R1040 
gsv701056543.hl 

32085 

267922_JL.R1040 
epx701107501.hl 

32086 

267929_1.R1040 

jC-gmro02910048c01al 

BLASTX 

g!346396 

150 

1.0e-09 

85 

35 

PUTATIVE RECEPTOR PROTEIN KINASE ZMPK1 PRECURSOR 

>gi 100913_pir S10930 probable receptor protein kinase (EC 

2.771.-} precursor - maize >gi_22432_emb_CAA36611_ (X52384) 
precursor protein (AA -26 to 791) [Zea mays] 
>gi 22436 emb_CAA47962_ (X67733) receptor-like protein 
kinase [Zea mays] >gi_226927_prf_1611404A receptor protein 
kinase [Zea mays] 

32087 

267936_1.R1040 
gsv701056591.hl 

32088 

267989_1.R1040 
gsv701056662.hl 

32089 

268024JL.R1040 
gsv701056810.hl 



4890 



Seq. No. 




Contig ID 


2boU4o 1.K1U4U 


5 -most EST 


gsv /uiujd i .n± 


Seq. No. 




Contig ID 




5 '-most EST 


gsv/Oluoo I 3d . nl 


Method 


BLASTX 


NCBI GI 


g2809251 


BLAST score 




E value 


8.0e-81 


Match length 


179 


% identity 


80 


NCBI Description 


/7\i^'^^^^oc^^f^^ ttO i d1 on r 7\ v*-n*K -1 rlAnc -1 o +-1na 1 -i anal 

(ACUUzobUJ rZiD/.^u [f\raDiuopsis tnaixdiiaj 


Seq, No. 


o on QO 


Contig ID 


268099 1.R1040 


5 '-most EST 


30-gmrouzyiuu /uruiai 


Seq. No. 


*5 o a n o 

32U9J 


Contig ID 


ZOO±4iO 1.K1U4U 


5" -most EST 


epx701106688 .hi 


Method 


BLASTX 


NCBI GI 


g4455301 


BLAST score 


219 / 


E value 


4 . Oe-18 


Match length 


59 


% identity 


81 


NCBI Description 


{ALtKjoDoZo) putative protein LArdDiuopoib uiia.±j.ciiia.j 


Seq. No. 


32094 


Contig ID 


268209 1.R1U4U 


5' -most EST 


asn/01141115 . hi 


Method 


BLASTX 


NCBI GI 


g2245034 


BLAST score 


409 


E value 


4 . Oe-40 


Match length 


119 


% identity 


67 


NCBI Description 


(Zy/j4^ij enoyl— oo/i nyorauase L^raoiuopsis urid.-LXd.iici 


Seq. No. 


32095 


Contig ID 


zbozyb 1.K1U4U 


5' -most EST 


cle700967859.hl 


Method 


BLASTX 


NCBI GI 


g2262178 


BLAST score 


140 


E value 


6.0e-09 


Match length 


59 


% identity 


54 


NCBI Description 


(AC002329) putative Mlo-like protein [Arabidopsis 


Seq. No. 


32096 


Contig ID 


268350 1.R1040 


5 '-most EST 


hrw701056925.hl 


Method 


BLASTX 



4891 



# - • 

NCBI GI g2 91127 6 

BLAST score 138 

E value 1.0e-08 

Match length 64 

% identity 45 t 

NCBI Description (U63631) LMW heat shock protein [Fragaria x ananassa] 

Seq. No. 32097 

Contig ID 268351J..R1040 

5' -most EST uC-gmrominsoyl36g04bl 

Seq. No. 32098 

Contig ID 268417_1 . RIO 4 0 

5 '-most EST hrw701057018 .h2 

Seq. No. 32099 

Contig ID 268438_1 . R1040 

5 '-most EST hrw701057058 . h2 

Seq. No. 32100 

Contig ID 268504_1 . R1040 

5 '-most EST hrw701057302 . hi 

Method BLASTN 

NCBI GI g!620016 

BLAST score 189 

E value 1.0e-102 

Match length 205 

% identity 98 t _ . 

NCBI Description Human heart mRNA for heat shock protein 90, partial cds 

Seq. No. 32101 

Contig ID 268521_1 .R1040 

5 '-most EST hrw701057327 . hi 

Method BLASTN 

NCBI GI g34200 

BLAST score 252 

E value 1.0e-140 

Match length 272 

% identity 98 

NCBI Description Human mRNA for ribosomal protein L35a 

>gi_4506638_ref_NM_000996.1_RPL35A_ Homo sapiens ribosomal 
protein L35a (RPL35A) mRNA 

Seq. No. 32102 

Contig ID 268533_1 .R1040 

5 '-most EST hrw701057518 .hi 

Method BLASTN 

NCBI GI g28338 

BLAST score 446 

E value 0.0e+00 

Match length 545 

% identity 96 

NCBI Description Human mRNA for cytoskeletal gamma-act in 

>gi_4501886_ref__NM_001614.1_ACTGl_ Homo sapiens actin, 
gamma 1 (ACTG1) mRNA 

Seq. No. 32103 



4892 



Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



268549JL.R1040 

hrw701057561.hl 

BLASTN 

g!702923 

194 

1.0e-105 

268 

99 

H. sapiens mRNA for p0071 protein 

>gi_4505842_ref_NM_003628.1_PKP4_ Homo sapiens plakophilin 
4 { PKP4 ) mRNA 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32104 

268568_1.R1040 

zsg701129207.hl 

BLASTN 

g4506742 

429 

0.0e+00 

429 

100 

Homo sapiens ribosomal protein 



S8 (RPS8 ) mRNA 



32105 

268570JL.R1040 

hrw701057416.hl 

BLASTN 

g31101 

287 

1.0e-160 

287 
100 

H. sapiens mRNA for protein homologous to elongation factor 
1-gamma from A.salina >gi_4503480_ref_NM_001404 . 1_EEF1G_ 
Homo sapiens eukaryotic translation elongation factor 1 
gamma (EEF1G) mRNA 



Seq. No. 


32106 


Contig ID 


268615 1.R1040 


5 '-most EST 


hrw701057504.hl 


Method 


BLASTN 


NCBI GI 


g598714 


BLAST score 


254 


E value 


1.0e-141 


Match length 


274 


% identity 


98 


NCBI Description 


Human HepG2 3' 


Seq. No. 


32107 


Contig ID 


268619 1.R1040 


5 '-most EST 


hrw701057510.hl 


Method 


BLASTN 


NCBI GI 


gl88855 


BLAST score 


257 


E value 


1.0e-143 


Match length 


277 


% identity 


98 



region cDNA, clone hmd3b09 



4893 



NCBI Description Human mitochondrial specific single stranded DNA binding 
protein mRNA, complete cds. 

>gi_4507230_ref_NM_003143.1_SSBP_ Homo sapiens 
single-stranded DNA-binding protein (SSBP), nuclear gene 
encoding mitochondrial protein, mRNA 

32108 

268642_1.R1040 
jOgmle01810072a01dl 
BLASTN 
gl857236 
393 

0.0e+00 
505 
94 

Human p97 mRNA, complete cds 

>gi 4503538_ref_NM_001418.1_EIF4G2_ Homo sapiens eukaryotic 
translation~initiation factor 4 gamma, 2 (EIF4G2) mRNA 

32109 

268644_1.R1040 
hrw701057542.hl 
BLASTN 
g4500180 
248 

1.0e-137 
264 
98 

Homo sapiens mRNA; cDNA DKFZp586N0318 (from clone 
DKFZp586N0318) 

Seq. No. 32110 

Contig ID 268682JL.R1040 

5 T -most EST zsg701129177 .hi 

Method BLASTN 

NCBI GI g23690 

BLAST score 339 

E value 0.0e+00 

Match length 339 

% identity 100 

NCBI Description H. sapiens mRNA for 23 kD highly basic protein 

Seq. No. 32111 

Contig ID 268684_1 . R1040 

5'-most EST hrw701057604.hl 

Seq. No. 32112 

Contig ID 268692JL .R1040 

5' -most EST j C-gmf 102220073e01al 

Seq. No. 32113 

Contig ID 268708_1 . R1040 

5' -most EST k!1701212504 . hi 

Method BLASTX 

NCBI GI gl076315 

BLAST score 361 

E value 1.0e-34 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4894 



Match length 

% identity 

NCBI Description 



113 
70 

cytochrome P450 - Arabidopsis thaliana 
>gi_853719_emb_CAA60793_ (X87367) CYP90 protein 
[Arabidopsis thaliana] >gi_871988_eirib_CAA60794_ (X87368) 
CYP90 protein [Arabidopsis thaliana] 



Seq. No. 


32114 


Cnntia ID 


268869 1 R1040 


5' -most EST 


hrw701057S15.hl 


Method 


BLASTX 


NCBI GI 


g2245006 




ijj 


E value 


1.0e-10 


Match length 


83 


% identity 


45 


NCBI Description 


(Z97341) hypothetical 


Seq. No. 


32115 


Contig ID 


268870J..R1040 


5' -most EST 


uC-gmrorainsoy2 7 6d0 9bl 


Seq. No. 


32116 


v^Giicxy j-U 


6uO-?C?U J. • i\.LU**U 


5' -most EST 


hrw701058033.hl 


Seq. No. 


32117 


Contig ID 


268983 1.R1040 


5" -most EST 


hrw701058092.hl 


Method 


BLASTN 


NCBI GI 


g!370187 


BLAST score 


230 


E value 


1.0e-126 


Match length 


354 


% identity 


92 


NCBI Description 


L.japonicus mRNA for 


Seq. No. 


32118 


Contig ID 


269005 1.R1040 


5 f -most EST 


hrw701058205,hl 


Method 


BLASTX 


NCBI GI 


g2618684 


BLAST score 


183 


E value 


8.0e-14 


Match length 


61 


% identity 


57 


NCBI Description 


(AC002510) putative 



Seq. No. 
Contig ID 
5' -most EST 



UDP-N-acetylglucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] >gi_3241947 (AC004 625) putative 
UDP-N-acetylglucosamine — dolichyl-phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] 

32119 

269092J..R1040 
hrw701058318.hl 



4895 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



BLASTX 

g2342719 

141 

6.0e-09 

87 

39 

(AC002341) 



SF16 protein isolog [Arabidopsis thaliana] 



32120 

269096J..R1040 
hrw701058333.hl 



Seq. No. 
Contig ID 
5' -most EST 



32121 

269119_1.R1040 
jsh701068477.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32122 

269197JL.R1040 
hrw701058652.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32123 

269250_1.R1040 

jC-gmro02910051e04dl 

BLASTX 

g3549660 

332 

9.0e-31 

108 

55 

(AL031394) carbonate dehydratase 
[Arabidopsis thaliana] 



like protein 



Seq. No. 


32124 


Contig ID 


269268 1.R1040 


5 '-most EST 


g5057717 


Seq. No. 


32125 


Contig ID 


269308 1.R1040 


5' -most EST 


hrw701058718.hl 


Method 


BLASTX 


NCBI GI 


g3135269 


BLAST score 


252 


E value 


2.0e-21 


Match length 


159 


% identity 


45 


NCBI Description 


(AC003058) unknown 


Seq. No. 


32126 


Contig ID 


269373 1.R1040 


5 '-most EST 


hrw701061721.hl 


Method 


BLASTX 


NCBI GI 


gl769556 


BLAST score 


415 


E value 


6.0e-41 


Match length 


101 


% identity 


81 


NCBI Description 


(U81158) Forsythia 



4896 



# 



Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



(+)-pinoresinol/{+)-lariciresinol reductase (PLR) protein, 
complete sequence [Forsythia x intermedia] 

32127 

269382_1.R1040 

hrw701058832.hl 

BLASTN 

g530206 

40 

3.0e-13 

112 
84 

Glycine max heat shock protein (SB100) 
32128 

269384J..R1040 
hrw701058872.hl 



mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



32129 

269412_1.R1040 
jC-gmle01810059g06dl 

32130 

269432_1.R1040 
hrw701059664.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



32131 

269534_1.R1040 
hrw701059062.hl 

32132 

269565_1.R1040 
epx701108592.hl 

32133 

269571_1.R1040 
hrw701059110.hl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



32134 

269620_1.R1040 
zsg701120003.hl 

32135 

269627_1.R1040 
hrw701059195.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32136 

269658_1.R1040 
zsg701117393.hl 



Seq. No. 
Contig ID 
5' -most EST 



32137 

269674_1.R1040 
hrw701059296.hl 



Seq. No. 
Contig ID 
5' -most EST 



32138 

269687_1.R1040 
epx701105776.hl 



4897 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4220515 

451 

6.0e-45 

153 
57 

(AL035356) putative protein [Arabidopsis thaliana] 
32139 

269695_1.R1040 

uC-gmflminsoy080hl0bl 

BLASTX 

g2832629 

349 

2.0e-32 

251 

37 

(AL021711) 4-coumarate-CoA ligase - like [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



32140 

269751_1.R1040 

jsh701069189.hl 

BLASTX 

g2244910 

144 

1.0e-09 
52 

46 , 
(Z97339) unnamed protein product [Arabidopsis thaliana] 



32141 

269824_1.R1040 

jsh701064879.hl 

BLASTX 

gl01065 

139 

1.0e-08 

95 

32 

rad4 protein - fission yeast 



(Schizosaccharomyces pombe) 



32142 

269837_1.R1040 

hrw701059564.hl 

BLASTX 

g4249385 

247 

2.0e-21 

67 

66 

(AC005966) T2K10.11 [Arabidopsis thaliana] 
32143 

269879_1.R1040 
hrw701059615.hl 



4898 



# 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32144 

269899_1.R1040 
jC-gmro02910046g05dl 

32145 

270055_1.R1040 

g5753406 

BLASTN 

g347456 

73 

1.0e-32 

250 
17 

Soybean hydroxyproline-rich glycoprotein 
partial cds 



(sbHRGPl) mRNA, 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32146 

270136_1.R1040 

asn701133623.h2 

BLASTX 

g2281647 

216 

1.0e-17 

83 
52 

(AF003104) AP2 domain containing protein RAP2.11 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



32147 

270183_1. 

g4313963 

BLASTX 

g2541876 

195 

1.0e-14 

119 
39 

(D26015) 



R1040 



CND41, chloroplast nucleoid DNA binding protein 



[Nicotiana tabacum] 
32148 

270203J..R1040 
uC-gmflminsoy036g08bl 

32149 

270224JL.R1040 

jC-gmle01810028d01dl 

BLASTX 

g3047118 

170 

5.0e-12 

47 

72 

(AF058919) No definition line found [Arabidopsis thaliana] 
32150 

270250 1.R1040 



4899 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



hrw701060156.hl 

BLASTX 

g3269301 

216 

1.0e-34 

125 

59 

(AL030978) putative protein [Arabidopsis thaliana] 



32151 

270270JL.R1040 

jC-gmfl02220138d06dl 

BLASTN 

gl70059 

200 

1.0e-108 

290 
95 

Soybean (G.max L.) beta-tubulin 
cds 



(S-beta-1) gene, complete 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



32152 

270275JL.R1040 

epx701104266.hl 

BLASTX 

g4006868 

187 

4.0e-14 

43 
84 

(Z99707) putative protein [Arabidopsis thaliana] 
32153 

270319_1.R1040 

hrw701060263.hl 

BLASTX 

g3242077 

275 

1.0e-24 

77 
66 

(AJ003119) protein phosphatase 2C [Arabidopsis thaliana] 
32154 

270589_1.R1040 
jC-gmro02910071el2al 

32155 

270613JL.R1040 
uC-gmropic050e07bl 

32156 

270712_1.R1040 
hrw701063328.hl 



Seq. No. 
Contig ID 



32157 

270784 1.R1040 



4900 



n 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



hrw701060856.hl 

BLASTX 

g3128210 

183 

7.0e-14 

56 
68 

(AC004077) putative cytochrome P450 protein [Arabidopsis 
thaliana] >gi_3337378 (AC004481) putative cytochrome P450 
protein [Arabidopsis thaliana] 

32158 

270990JL.R1040 
uC-gmrominsoy0001b04al 

32159 

271G51_1.R1040 

asn701137356.hl 

BLASTX 

g4522004 

190 

1.0e-14 

53 
70 

(AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 

32160 

271120_1.R1040 
hrw701061322.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32161 

271141_1.R1040 
hrw701061352.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



32162 

271153_1.R1040 

hrw701061372.hl 

BLASTX 

g3068704 

414 

9.0e-41 

118 

66 

(AF049236) unknown [Arabidopsis thaliana] 
32163 

271235JL.R1040 
hrw701061486.hl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



32164 

271286JL.R1040 

kll701202348.hl 

BLASTX 

gl!9095 

187 

2.0e-14 



4901 



(I 



Match length 

% identity 

NCBI Description 



Seq. No* 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



67 
57 

EMBRYONIC ABUNDANT PROTEIN PRECURSOR (CLONE USP LAMBDA 

VF30.1) >gi_82003_pir S05471 embryonic abundant protein 

precursor (clone USP Vf30.1) - tick bean 

32165 

271305_1.R1040 
hrw701061582.hl 

32166 

271365_1.R1040 

jC-gmro02910043g!0dl 

BLASTX 

g4249409 

251 

2.0e-21 

91 
52 

(AC006072) putative sugar transporter [Arabidopsis 
thaliana] 

32167 

271380_1.R1040 

k!1701210123.hl 

BLASTX 

g3746063 

170 

6.0e-12 

54 

57 

(AC005311) unknown protein [Arabidopsis thaliana] 
32168 

271465JL.R1040 
asn701136564.hl 

32169 

271592JL.R1040 
hrw701062573.hl 

32170 

271607JL.R1040 
hrw701062009.hl 

32171 

271697JL.R1040 
uC-gmrominsoy027f llbl 

32172 

271757_1.R1040 

jC-gmst024 00072glOdl 

BLASTX 

g3935173 

271 

3.0e-24 
74 



4902 



© 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



64 

(AC004557) F17L21.16 [Arabidopsis thaliana] 
32173 

271773_1.R1040 

hrw701062261.hl 

BLASTN 

g408793 

270 

1.0e-150 

278 

99 

Glycine soja chloroplast 3-omega faty acid desaturase 
(Fad3) mRNA, complete cds 

32174 

271883J..R1040 

hrw701062821.hl 

BLASTX 

g4262176 

159 

3.0e-14 

53 
75 

(AC005508) 18857 [Arabidopsis thaliana] 
32175 

271990_1.R1040 

hrw701062572.hl 

BLASTX 

g4510385 

337 

1.0e-31 

96 
67 

(AC007017) unknown protein [Arabidopsis thaliana] 
32176 

272015_1.R1040 
hrw701062609.hl 

32177 

272032_1.R1040 
jC-gmro02800032f03al 

32178 

272062_1.R1040 
jsh701066162.hl 

32179 

272086_1.R1040 

hrw701062718.hl 

BLASTX 

g3355484 

206 

1.0e-29 
134 



4903 



% identity 

NCBI Description 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



56 

(AC004218) putative geranylgeranyl transferase type I beta 
subunit [Arabidopsis thaliana] 

32180 

272092JL.R1040 

hrw701062734.hl 

BLASTX 

gl931654 

338 

6.0e-38 

134 

61 

(U95973) BRCAl-associated RING domain protein isolog 
[Arabidopsis thaliana] 

32181 

272131_1.R1040 
hrw701062820.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



32182 

272154_1.R1040 
uC-gmropic038a06bl 

32183 

272196JL.R1040 

hrw701062910.hl 

BLASTX 

g2373405 

223 

3.0e-18 

124 

10 

(D85194) no known genes showing a high homology to 4B-1 
clone sequence were found in the EMBL database. Orf was 640 
amino acid long and contained a proline and alanine repeat 
[Arabidopsis thaliana] 

32184 

272212_1.R1040 
asn701140314.hl 



Seq. No. 
Contig ID 
5' -most EST 



32185 

272247JL.R1040 
kll701207262.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32186 

272272JL.R1040 

asn701134541.hl 

BLASTX 

g3559816 

297 

6.0e-27 

78 

72 

(Y15782) transketolase 



2 [Capsicum annuum] 



4904 



Seq. No. 

Contig ID 

5 f „-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 



32187 

272325_1.R1040 

hrw701063082.hl 

BLASTX 

g3047096 

585 

1.0e-60 

143 
77 

(AF058826) similar to eukaryotic protein kinase domains 
(Pfam: pkinase.hmm, score: 189.74) [Arabidopsis thaliana] 

32188 

272377_1.R1040 

jC-gmro02910065c08dl 

BLASTX 

gl370174 

271 

9.0e-24 

63 

79 

(Z73936) RAB1Y [Lotus japonicus] 
32189 

272394_1.R1040 

jC-gmst02400077h05dl 

BLASTX 

g3395432 

286 

1.0e-25 

63 

83 

(AC004683) unknown protein [Arabidopsis thaliana] 
32190 

272486_1.R1040 
hrw701063284.hl 

32191 

272534_2.R1040 

kll701211827.hl 

BLASTX 

g3337367 

128 

6.0e-17 

77 

61 

(AC004481) hypothetical protein [Arabidopsis thaliana] 
32192 

272641JL.R1040 
jsh701065193.hl 

32193 

272710_1.R1040 

hrw701063586.hl 

BLASTX 



4905 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 



g4262183 
246 

7.0e-38 

111 

70 

(AC005508) 51434 [Arabidopsis thaliana] 
32194 

272812_1.R1040 
jC-gmro02910020glldl 

32195 

272814_1.R1040 

dkc700967938.hl 

BLASTX 

g2435395 

423 

2.0e-41 

146 

62 

(U63550) pectate lyase [Fragaria x ananassa] 
32196 

272818__1.R1040 

uC-gmf lminsoy070cllbl 

BLASTX 

g3687248 

307 

5.0e-28 

90 

59 

(AC005169) hypothetical protein [Arabidopsis thaliana] 
32197 

272830_1.R1040 
jC-gmst02400077d05al 

32198 

273000_1.R1040 
jsh701063793.hl 

32199 

273098_1.R1040 
kll701202633.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32200 

273108_1.R1040 

jsh701063934.hl 

BLASTX 

g2829925 

458 

8.0e-4 6 

131 

66 

(AC002291) Similar to dnaj-like protein, 
[Arabidopsis thaliana] 



gp_Y11969_2230757 



4906 



II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



32201 

273183_1.R1040 

jsh701064044.hl 

BLASTX 

g571484 

359 

1.0e-34 

84 
85 

(U16727) peroxidase precursor [Medicago truncatula] 
32202 

273229_1.R1040 

jsh701064102.hl 

BLASTX 

g3201541 

148 

9.0e-10 

31 

77 

(AJ005077) TCTR2 protein [Lycopersicon esculentum] 
32203 

273375JL.R1040 
jsh701065331.hl 

32204 

273443_1.R1040 
uC-gmflminsoy010c03bl 

32205 

273451_2.R1040 

jsh701065694.hl 

BLASTX 

g4262173 

211 

3.0e-17 

82 

59 

(AC005508) 3975 [Arabidopsis thaliana] 
32206 

273492_1.R1040 
jC-gmfl02220068d02al 

32207 

273547_1.R1040 
jC-gmfl02220050f07dl 

32208 

273621_1.R1040 
zsg701125691.hl 

32209 

273637_1.R1040 
g5508930 



4907 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 
Method 



32210 

273793_1.R1040 

uC- gmr omins oy2 6 le 0 2b 1 

32211 

273816_1.R1040 
g4437099 

32212 

273847_1.R1040 
g4396069 

32213 

273853JL.R1040 
jsh701065028.hl 

32214 

273854JL.R1040 

g5688430 

BLASTX 

g625241 

147 

2.0e-15 

72 

56 

inorganic pyrophosphatase (EC 3.6.1.1) - yeast 
(Saccharomyces cerevisiae) >gi_536206__emb_CAA84 949 
(Z35880) ORF YBROllc [Saccharomyces cerevisiae] 

32215 

273935_1.R1040 
jsh701065338.hl 

32216 

273947JL.R1040 
jC-gmro02910037bllal 

32217 

273950_1.R1040 
jC-gmro02910049c05dl 

32218 

274011_1.R1040 

g5508929 

BLASTN 

g255580 

378 

0.0e+00 

398 

99 

small auxin up RNA gene cluster: orf 10A5 [Glycine 
max=soybeans, cv. Wayne, Genomic, 646 nt] 

32219 

274061_1.R1040 

jsh701065493.hl 

BLASTX 



4908 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3540207 
243 

6.0e-21 

73 

60 

(AC004260) Putative protein kinase [Arabidopsis thaliana] 
32220 

274108JL.R1040 

jsh701065431.hl 

BLASTN 

g348719 

83 

1.0e-38 

211 
85 

MtNMedicago truncatula protochlorophyllide reductase 
homolgue mRNA, complete cds 

32221 

274322_1.R1040 
zsg701121638.hl 

32222 

274338JL.R1040 
jsh701065764.hl 

32223 

274344_1.R1040 

jsh701065774.hl 

BLASTX 

g730832 

142 

1.0e-08 

51 

59 

8.4 KD SULFUR-RICH PROTEIN PRECURSOR (SE60 PROTEIN) 

(PROBABLE PROTEINASE INHIBITOR P322) >gi_9994 9_pir S24965 

probable proteinase inhibitor (Bowman-Birk) p322 - soybean 
>gi_18748_emb_CAA78359_ (Z13956) a protein similar to 
potato tuber protein p322 homolgous to Bowman-Birk 
Proteinase Inhibitor [Glycine max] 

32224 

274361_1.R1040 

jsh701065804.hl 

BLASTX 

g3834306 

152 

8.0e-10 

36 
69 

(AC005679) EST gb_R65024 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



32225 

274433 1.R1040 



4909 



0 



5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



jC-gmle01810044bl0al 
32226 

274480_1.R1040 

jsh701065988.hl 

BLASTX 

g3184285 

178 

9.0e-13 

78 

41 

(AC004136) hypothetical protein [Arabidopsis thaliana] 
32227 

274535_1.R1040 
kwa701015687.hl 

32228 

274623JL.R1040 

jsh701O66228.hl 

BLASTX 

g2244732 

185 

9.0e-14 

69 

48 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 
32229 

274653_1.R1040 
jsh701066272.hl 

32230 

274795_1.R1040 
jC-gmro02910072c05al 

32231 

274810JL.R1040 
jC-gmro02910070bl2al 

32232 

274867_1.R1G40 
jsh701066587.hl 

32233 

274955_1.R1040 

zsg701118382.hl 

BLASTX 

g2252632 

339 

6.0e-32 

92 
64 

(U95973) Barley Mlo protein isolog [Arabidopsis thaliana] 
32234 

274968 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



jC-gmle01810091f09al 

BLASTX 

g2864618 

231 

3.0e-19 

85 

53 

(AL021811) 



putative protein [Arabidopsis thaliana] 



32235 

275067JL.R1040 
jsh701066875.hl 

32236 

275072_1.R1040 

jC-gmle01810043al0al 

BLASTX 

g3096947 

186 

8.0e-14 

83 

54 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 

32237 

275094_1.R1040 
jsh701066921.hl 

32238 

275196_1.R1040 
jsh701067139.hl 



32239 

275270JL.R1040 

zsg701122675.hl 

BLASTX 

g3281868 

216 

9.0e-18 

48 

92 

(AL031004) putative protein 



[Arabidopsis thaliana] 



32240 

275366_1.R1040 

fC-gmse700754068d2 

BLASTX 

g3785996 

334 

1.0e-35 

125 

41 

(AC005499) putative annexin [Arabidopsis thaliana] 
32241 

275367 1.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq* No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmflminsoy072f04bl 

BLASTX 

g3367571 

360 

3.0e-34 

116 

61 

(AL031135) 



putative protein [Arabidopsis thaliana] 



32242 

275435_1.R1040 
jsh701067638.hl 

32243 

275456JL.R1040 
jsh701067739.hl 

32244 

275490__1.R1040 
jsh701068418.hl 

32245 

275579_1.R1040 

jC-gmfl02220054f05dl 

BLASTX 

gl946355 

171 

4.0e-12 

88 

42 

(U93215) maize transposon MuDR mudrA protein isolog 
[Arabidopsis thaliana] >gi_2880040 (AC002340) maize 
transposon MuDR mudrA-like protein [Arabidopsis thaliana] 

32246 

275588J..R1040 

uC-gmflminsoy064gllbl 

BLASTX 

g3452263 

734 

4.0e-78 

150 

91 

(AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsis 
thaliana] 

32247 

275600JL.R1040 

jC-gmro02910023f06dl 

BLASTX 

g4240122 

291 

2.0e-26 

89 

53 

(AB007802) cytochrome b5 [Arabidopsis thaliana] 



4912 



II 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32248 

275623JL.R1040 

jC-gmro02910064c02al 

BLASTX 

gl082054 

179 

4.0e-13 

87 

37 

(Z49859) copper transporter protein [Arabidopsis thaliana] 
32249 

275677JL.R1040 
jC-gmro02910019d06dl 

32250 

275689JL.R1040 

jsh701068243.hl 

BLASTX 

gl575699 

541 

1.0e-55 

125 

82 

(U70478) putative leucoanthocyanidin dioxygenase 
[Arabidopsis thaliana] >gi_3292813_emb_CAA19803_ (AL031018) 
putative leucoanthocyanidin dioxygenase (LDOX) [Arabidopsis 
thaliana] 

32251 

275701JL.R1040 

jsh701068263.hl 

BLASTX 

g2129854 

178 

2.0e-14 

63 

57 

early nodulin 8 precursor - alfalfa >gi__304037 (L188 99) 
early nodulin [Medicago sativa] 

32252 

275895_1.R1040 
jsh701068541.hl 

32253 

275898_1.R1040 

zsg701121326.hl 

BLASTN 

g2618600 

37 

2.0e-ll 

41 

98 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDC12, complete sequence [Arabidopsis thaliana] 
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Seq. No. 


oZZ04 


Contig ID 


Z/Olj4 !♦ K1U 4U 


D "IHOSU Hibl 


jsn /UlUOo:74Z .HI 


Method 


TDT 7\ C rpV 

bLAo 1a 


NCBI GI 


g2435406 


BLAST score 


284 


E value 


9 Ho — 9 R 

z . ue zo 


Match length 


Xij 


% identity 


DO 


NCBI Description 


(UoJ4iyu; rnauiriatin iiKe protein [AidDiaopsis Lndiiauaj 


Seq. No. 


oZZOO 


Contig ID 


z/ooy4 1.K1U4U 


D "IHOSt tol 


jsn/uiuD?oio.iii 


TW*^ "I - h /™i /*J 

i*te tnoQ 


DT 7\ CT>Y 
JDJUrio X A 


INUd-L bl 


rtAO'X PI 90 

yf± z i o l^u 


BLAST score 


326 


E value 


4.0e-30 


Match length 


1 0 


% identity 


1 i 


NCBI Description 


\H.LiUoojooj rroiine ncn /veto iiitc; piuLciii [^xcijji.u.\jpo-Lo 




thalianaj 


Seq. No. 


OZZOO 


Contig ID 


z /oo 94 z . R1U4U 


o -mosr ilo i 


3 u giiis uuz4 uuuu ogiuui 


Method 


BLAST X 


NCBI CjI 


/i oi qi on 
g4ZlolZU 


BLAST score 


371 


E value 


1.0e-35 


Matcn lengtn 


Q9 

yz 


% identity 


T 9 

/ z 


NCBI Description 


froime— ncn Arb-iiKe protein [firauiaopsis 




thaliana] 


Seq. No. 


O O O C *7 

Jzzo / 


Contig ID 


Z /o /lo 1 . R1U40 


o —most hibi 


goouo / uo 


Metnoci 


Dli/iO 1 A 


NCBI GI 


g3341694 


BLAST score 


244 


E value 


z . ue-zu 


Match length 


lib 


% identity 


44 


NCBI Description 


(AC003672) PREG-like protein [Arabidopsis thalianaj 


Seq. No. 


o o n c o 

32258 


Contig ID 


z / boo / 1 . R1U4U 


a — mosr i 


j sn /uiu /uuo4 . nz 


"K iff 4— V> j^v 


DT 7\ Qqiv 
dLiHo i A 


1NUDJ. vjxl 


rrl A £>A9>1 


BLAST score 


185 


E value 


8.0e-14 


Match length 


76 


% identity 


45 


NCBI Description 


(U23514) No definition line found [Caenorhabditis elegans 
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II 



beq. No. 




contig id 


Z /oyoD 1.K1U4U 


0 IllOS L LOl 


-i P— rrmci-l- (\0 AC\ Ci nn4HD4H1 
J giLlStUZ 1 UUUUf±U.UfiU.X 




D J_irlO 1 A. 


NCBI GI 


gl354849 


BLAST score 


281 


Hi Value 


3 . Uc Z3 


Match length 




% ldentxty 


DO 


NCBI Description 


vuo/JoUy epoxiue nyuroiase [iNicotidna caDacuiuj 


Seq. No. 


ooo £A 


Contxg ID 


^ / /loz__l .R1U4U 


3 — IClOSu HjoI 


jsn/uiu / U4z o . n± 


Method 


BLAST A 


Mr*T2 T CT 
1NCD-L ul 


g*± ZlOlrtfi 


BLAST score 


287 


E value 


2.0e-25 


Match length 


0 o 


% identity 




NCBI Description 


(AJiozoyb) giutacmone rransierase, Ljoj. iud [araDiaopsis 




thaliana] 


Seq. No. 




Contig ID 


Z / /Z44 1 . R1U4 U 


0 -ItlOSL ihol 


eK-L / uuyoozuo.nx 


Method 




NCBI GI 


g4539394 


BLAST score 


139 


E value 


O Art AO 

o . ue-u y 


Match length 


/ O 


% identity 


12 


NCBI Description 


(AL035526) putative protein [Arabidopsis thaliana] 


Seq. No. 




Contig ID 


277333_1 . R104 0 


5 -most EST 


kll/01202324 . hi 


Seq. No. 




Contig ID 


on o vi A t n 1 A ^ A 
Z / / j>4 y 1 . R1U4 U 


3 — ITtOSt HjOI 


KXJ_ / UlZUZo4o.ni 


Method 


DT 71 O TV 


NCBI GI 


_ C / Q A C O 

gb4ZUoo 


BLAST score 


186 


E value 


2.0e-14 


Match length 


4 / 


% identity 


DO 


NCBI Description 


HSR203J protein - common tobacco >gi 444002 emb CAA54393 




(X77136) HSR203J [Nicotiana tabacum] 


o _ vTrt 

Seq. No. 


oZZo4 


r*r\r\ +- -i rt TFl 
^tJil L J_ y XU 




5* -most EST 


kll701202353.hl 


Seq. No. 


32265 


Contig ID 


277441 1.R1040 


5 '-most EST 


jC-gmf!02220142g03al 



4915 



Seq. No. 


3ZZbb 


Lontig id 


Z//44/ 1.K1U4U 


o -most: tioi 


vi i *? m o"i *xn on "hi 
Kll / UIZIj / ^.U .Hi 


Method 


TIT 7V f m\7 

BLASTX 


NCBI GI 


g3859592 


BLAST score 


267 


E value 


i . ue— z o 


Match length 


/ o 


% identity 


/ o 


NCBI Description 


(ArlU4yiy; contains similarity to expansins Lfirajjiciopbib 




thaliana] 


Seq. No, 


Jzzo / 


contig id 


Z//-0OO 1.K1U4U 


o -most Lb i 


Kii / u izu / oio.ni 


Method 


BLASTX 


NCBI GI 


g4056506 


BLAST score 


1 A Pi 

14 U 


E value 


y . ue-uy 


Match length 


75 


% identity 


36 


NCBI Description 


(ACUUooyb) noauim-liKe protein LAraoiaopsis tnananaj 


Seq. No. 


32268 


Contig ID 


Z / / oyi 1 . K1U4 U 


5 -most EST 


Kll / UlZUZDO / . ni 


Method 


BLASTX 


NCBI GI 


g!076274 


BLAST score 


183 


E value 


7 . Qe-14 


Match length 


53 


% identity 


62 


NCBI Description 


cucumism (fciO j.^.zl.^o) precursor — musicmeion ^rraginenu.; 


Seq. No. 


32269 


Contig ID 


277674JUR1040 


o -most EST 


Kll / UlzUZ / /U.nl 


Seq. No. 


"3 O O T A 

32270 


Contig ID 


277677_1 .R1040 


5 '-most EST 


Kll/UlZUZ//4. nl 


Seq. No. 


32271 


Contig ID 


277/43 1 . R1U4U 


5 -most EST 


Kll/OlzU^ooo.nl 


Method 


BLASTX 


NCBI GI 


g2191137 


BLAST score 


290 


E value 


2 . 0e-2o 


naLUl Icily Hi 


77 


% identity 


69 


NCBI Description 


(AF007269) similar to the GDSL family of lipolytic enzyme 




[Arabidopsis thaliana] 


Seq. No. 


32272 


Contig ID 


277750_1.R1040 
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5* -most EST 



kl!701202993.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32273 

277767_1.R1040 

kll701202917.hl 

BLASTX 

g!6€9591 

361 

9.0e-35 

90 

73 

(D88742) O-methyltransf erase 



[Glycyrrhiza echinata] 



Seq. No. 


32274 


Contig ID 


Z I I / / / 1 . KIU4 U 


5 -most EST 


Jell / uizUzyoo. ni 


Method 


BLASTX 


NCBI GI 


g3688284 


BLAST score 


o o o 

232 


E value 


1.0e-19 


Match length 


89 


% identity 


51 


NCBI Description 


(AJ011567) lanatosiae lb 




lanata] 


Seq. No* 


32275 


Contig ID 


277801 1.R1040 


5 ' -most EST 


g5753444 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


ICO 

loz 


E value 


1.0e-12 


Match length 


91 


% identity 


56 


NCBI Description 


(AL021711) putative prot 


Seq. No. 


32276 


Contig ID 


277804_l .R1040 


o mo sc ej o i 




Seq. No. 


32277 


Contig ID 


277817 1.R1040 


5 '-most EST 


kll701209742.hl 


Method 


BLASTX 


NCBI GI 


g4056403 


BLAST score 


343 


E value 


3.0e-32 


Match length 


124 


% identity 


56 


NCBI Description 


(ADO 01 67 3) lipoxygenase 


Seq. No. 


32278 


Contig ID 


277844 1.R1040 


5 '-most EST 


zsg701130384.hl 


Seq. No. 


32279 


Contig ID 


277877_1.R1040 



-O-acetylesterase [Digitalis 
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5 '-most EST 


kll701203134.hl 


Seq. No. 


*3 O O O A 


Contig ID 


277878 1.R1040 


5' -most EST 


kll701203123.hl 


Seq. No. 


32281 


Contig ID 


277893 1.R1040 


5 '-most EST 


kll701214961.hl 


Seq. No. 


32282 


Contig ID 


278003 1.R1040 


5' -most EST 


kll701212941.hl 


Seq. No. 


32283 


Contig ID 


278011_1.R1040 


5' -most EST 


uC-gmrominsoyO 6 6a0 5bl 


Method 


BLASTX 


NOrJi bl 


g/^o^ 1 / / 


BLAST score 


485 


E value 


1.0e-48 


Match length 


214 


% identity 


50 


NCBI Description 


(AC002329) hypothetic 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32284 

278018_1.R1040 

kll701203338.hl 

BLASTX 

g4204277 

409 

3.0e-40 

98 

68 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32285 

278040JL.R1040 

jC-gmro02800043allal 

BLASTX 

g2655098 

360 

3.0e-34 

108 

63 

(AF023472) peptide transporter [Hordeum vulgare] 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



32286 

278093JL.R1040 

kll701212102.hl 

BLASTX 

g4538930 

306 

4.0e-28 

99 

63 
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NCBI Description (AL049483) putative peroxidase [Arabidopsis thaliana] 



Seq. No. 


32287 


Contig ID 


278112_1.R1040 


5 f -most EST 


uC-gmropicO 93gl2bl 


Method 


BLASTX 


NCBI GI 


g3548806 


BLAST score 


379 


E value 


2 . Oe-36 


Match length 


148 


% identity 


47 


NCBI Description 


(AC005313) unknown protein [Arabidopsis thaliana] 


Seq. No. 


32288 


Contig ID 


278116_1.R1040 


5' -most EST 


jC-gmro02910071al2al 


Method 


BLASTX 


NCBI GI 


g2262111 


BLAST score 


528 


E value 


8.0e-54 


Match l^ncrth 


178 


% identity 


59 


NCBI Description 


(AC002343) ribitol dehydrogenase isolog [Arabidopsis 




thaliana] 


Seq. No. 


32289 


Contig ID 


278120 1.R1040 


5 T -most EST 


kll701212133.hl 


Seq. No. 


32290 


Contig ID 


278124 1.R1040 


5' -most EST 


kll701203501.h2 


Seq. No. 


32291 


Contig ID 


278157 1.R1040 


5 T -most EST 


uC-gmflminsoy057f04bl 


Method 


BLASTX 


NCBI GI 


g3201617 


BLAST score 


281 


E value 


6.0e-25 


Match length 


82 


% identity 


61 


NCBI Description 


(AC004669) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


32292 


Contig ID 


278162 1.R1040 


5 '-most EST 


kll701204108.hl 


Method 


BLASTX 


NCBI GI 


g2443890 


BLAST score 


221 


E value 


2.0e-18 


Match length 


52 


% identity 


73 


NCBI Description 


(AC002294) similar to NAM (gp_X92205_1321924 ) and CUC2 




(gp_AB002560_1944132) proteins [Arabidopsis thaliana] 


Seq. No. 


32293 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



278178_1.R1040 

kll701203571.h2 

BLASTX 

gl421741 

330 

4.0e-31 

86 
74 

(U54770) cytochrome P450 homolog [Lycopersicon esculentum] 
32294 

278242_1.R1040 

jC-gmro02910036e04dl 

BLASTX 

g2506139 

217 

1.0e-17 

61 
67 

COATOMER DELTA SUBUNIT (DELTA-COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_1314049_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 

32295 

278295__1.R1040 

g5058190 

BLASTX 

g4262226 

268 

2.0e-23 

140 

51 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
32296 

278332_1.R1040 

kll701203793.h2 

BLASTX 

g3641865 

493 

6.0e-50 

131 

70 

(AJ011010) beta-galactosidase [Cicer arietinum] 



Seq. No. 
Contig ID 
5' -most EST 



32297 

278335J..R1040 
kll701203881.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



32298 

278394_1.R1040 

jC-gmst024 00041b06al 

BLASTX 

g3249103 

347 

8.0e-33 
134 
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% identity 51 

NCBI Description (AC003114) Contains similarity to membrane-associated 

salt-inducible protein homolog TM021B04.10 gb_2191192 from 
A. thaliana BAC gb_AF0072'71 . [Arabidopsis thaliana] 



Seq. No. 


32299 


Contig ID 


278470 1.R1040 


5 -most EST 


jC-gmrouzyiuUuoallal 


Method 


BLASTX 


NCBI GI 


g3193284 


BLAST score 


one 


E value 


2 . Oe-25 


Match length 


70 


% identity 


76 


NCBI Description 


(AF06929o) No definition line round [AraDiaopsis tnaiiana 


Seq. No. 


32300 


Contig ID 


z/o51^ 1.R104U 


5' -most EST 


K11701204 057 . nl 


Seq. No. 


32301 


Contig ID 


278535 1.R1040 


5 '-most EST 


kll701204114 .hi 


Method 


BLASTX 


NCBI GI 


g867691 


BLAST score 


210 


E value 


5.0e-17 


Match length 


84 


% identity 


49 


NCBI Description 


(M19735) beta-hexosaminidase beta-subunit [Homo sapiens] 


Seq. No. 


32302 


Contig ID 


278571_1 .R1040 


5 1 -most EST 


zsg7 0112 1108 .hi 


Seq. No. 


32303 


Contig ID 


278574_1.R1040 


S'-most EST 


kll701204184 .hi 


Method 


BLASTX 


NCBI GI 


g3360289 


BLAST score 


429 


E value 


3.0e-42 


Match length 


164 


% identity 


52 


NCBI Description 


(AF023164) leucine-rich repeat transmembrane protein kina 




1 [Zea mays] 


Seq. No. 


32304 


Contig ID 


278627 1.R1040 


S'-most EST 


epx701108916.hl 


Method 


BLASTX 


NCBI GI 


g4098647 


BLAST score 


346 


E value 


1.0e-32 


Match length 


86 


% identity 


74 


NCBI Description 


(U80668) homogentisate 1, 2-dioxygenase [Arabidopsis 



4921 



Seq. No. 
Contig ID 
5' -most EST 



thaliana] 
32305 

278652J..R1040 
k!1701204312.h2 



Seq. No. 
Contig ID 
5 '-most EST 



32306 

278697_1.R1040 
kll701204367.h2 



Seq. No. 

Contig ID 
5' -most EST 



32307 

278737J..R1040 
k!1701212025.hl 



Seq. No. 
Contig ID 
5' -most EST 



32308 

278744_1.R1040 
k!1701204431.h2 



Seq. No. 
Contig ID 
S'-most EST 



32309 

278746_2.R1040 
k!1701212792.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



32310 

278751_1.R1040 

k!1701204438.h2 

BLASTX 

g4454467 

999 

1.0e-109 

250 

77 

(AC006234) unknown protein [Arabidopsis thaliana] 
32311 

278761_1.R1040 

epx701105670.hl 

BLASTX 

g544250 

258 

2.0e-22 

61 

77 

ER LUMEN PROTEIN RETAINING RECEPTOR (HDEL RECEPTOR) 

>gi__541860_pir A49677 endoplasmic reticulum retention 

receptor Erd2 - Arabidopsis thaliana 

32312 

278764JL.R1040 
k!1701211424.hl 



Seq. No. 
Contig ID 
5' -most EST 



32313 

278808_1.R1040 
kl!701204518.h2 



Seq. No. 
Contig ID 
5 '-most EST 



32314 

278811_1.R1040 
k!1701204522.h2 



4922 



Method 


BLASTX 


NCBI GI 


g4371292 


BLAST score 


167 


E value 


5. Oe-12 


Match length 


69 


% identity 


54 


NCBI Description 


(AC006260) unknown protein [Arabidopsis thaliana] 


Seq. No. 


32315 


Contig ID 


278862_1.R1040 


5' -most EST 


jC-gmro02910062f 07dl 


Seq. No. 


32316 


Contig ID 


278940_1.R1040 


5' -most EST 


kll701204694 .hi 


Method 


BLASTX 


NCBI GI 


g3269287 


BLAST score 


147 


E value 


3.0e-09 


Match length 


113 


% identity 


34 


NCBI Description 


(AL030978) GH3 like protein [Arabidopsis thaliana 


Seq. No. 


32317 


Contig ID 


278965 1.R1040 


5 '-most EST 


uC-gmropicll0cl2bl 


Seq. No. 


32318 


Contig ID 


278999 1.R1040 


5 '-most EST 


kll701204795.hl 


Seq. No. 


32319 


Contig ID 


279082_1.R1040 


5' -most EST 


kll701207154 .hi 


Method 


BLASTX 


NCBI GI 


g529353 


BLAST score 


419 


E value 


8.0e-49 


Match length 


159 


% identity 


56 


NCBI Description 


(U12757) diphenol oxidase [Acer pseudoplatanus] 


Seq. No. 


32320 


Contig ID 


279116_1.R1040 


5 '-most EST 


k!1701204975.hl 


Method 


BLASTX 


NCBI GI 


g3426038 


BLAST score 


597 


E value 


6.0e-62 


Match length 


176 


% identity 


66 


NCBI Description 


(AC005168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


32321 


Contig ID 


279440 1.R1040 


5' -most EST 


kll701205461.hl 



4923 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



32322 

279480_1.R1040 
uC-gmropicl08a02bl 

32323 

279503_1.R1040 

zsg701125331.hl 

BLASTX 

g4538980 

155 

4.0e-10 

74 

38 

(AL049487) putative protein [Arabidopsis thaliana] 
32324 

279593_1.R1040 
kll701205651.hl 



Seq. No. 
Contig ID 
5' -most EST 



32325 

279910_1.R1040 
k!1701206114.hl 



Seq. No. 
Contig ID 
5' -most EST 



32326 

279992JL.R1040 
kll701206234.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32327 

279994_1.R1040 
g5509328 

32328 

280031_1.R1040 

jC-gmro02910012f01al 

BLASTX 

g3643608 

230 

6.0e-19 

71 

62 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
32329 

280049__1.R1040 
g5509307 

32330 

280088_1.R1040 

jC-gmro02910003b06al 

BLASTX 

g2344901 

444 

3.0e-44 

133 

68 

(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 



4924 



II 



Seq. No. 


32331 


Contig ID 


280284_1.R1040 


r I _ _r_ t— i /-i m 

5 '-most EST 


kll701206653.nl 


Seq, No. 


32332 


Contig ID 


280303 1.R1040 


5 '-most EST 


kl!701206652.hl 


Seq. No. 


/-V AAA 

32333 


Contig ID 


280332 1.R1040 


5 -most EST 


zsg/01130154 .hi 


Method 


BLASTX 


NCBI GI 


g4079632 


BLAST score 


465 


E value 


2.0e-46 


Match length 


117 


% identity 


79 


NCBI Description 


(AJ131722) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


32334 


Contig ID 


280355_1.R1040 


5 '-most EST 


jC-gmst02400045h09al 


Seq. No. 


32335 


Contig ID 


280357_1.R1040 


5 '-most EST 


kll701206724 .hi 


Seq. No. 


32336 


Contig ID 


280566_1.R1040 


5 '-most EST 


kll701207117 .hi 


Seq. No. 


32337 


Contig ID 


280630_1.R1040 


5' -most EST 


kll701209969.hl 


Seq. No. 


32338 


Contig ID 


280651JL.R1040 


5 '-most EST 


kll701207230.hl 


Seq. No. 


32339 


Contig ID 


280681_1.R1040 


5 '-most EST 


kll701207272.hl 


Seq. No. 


32340 


Contig ID 


280689_1.R1040 


5 '-most EST 


kll701207292.hl 


Seq. No. 


32341 


Contig ID 


280795 JL.R1040 


5 '-most EST 


2 C-gmf 10222012 6g09al 


Seq. No. 


32342 


Contig ID 


280812JL.R1040 


5' -most EST 


uC-gmrominsoyl20el0bl 


Seq. No. 


32343 



4925 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



280837JL.R1040 

uC-gmflminsoy003cl2bl 

BLASTX 

g4218011 

770 

4.0e-82 

200 

72 

(AC006135) putative protein kinase [Arabidopsis thaliana] 
>gi_4309721__gb_AAD15491_ (AC006439) putative 
serine/threonine protein kinase [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32344 

280906__1.R1040 

uC-gmflminsoyl09b08bl 

BLASTX 

g2133437 

219 

7.0e-18 

100 
47 

RNA polymerase II second largest chain RPB2 - Euplotes 
octocarinatus (SGC9) >gi_2 65427 9_emb_CAA4 70 69_ (X66453) 
DNA-directed RNA polymerase [Euplotes octocarinatus] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32345 

280913_1.R1040 

kll701207655.hl 

BLASTX 

g3776559 

409 

3.0e-40 

97 

77 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



32346 

280934_1.R1040 
epx701109379.hl 



Seq. No. 
Contig ID 
5' -most EST 



32347 

280949_1.R1040 
kll701207867.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32348 

280958_1.R1040 

kll701209323.hl 

BLASTX 

g3924597 

138 

1.0e-08 

87 

37 

(AF069442) putative oxidoreductase [Arabidopsis thaliana] 



4926 



ft 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32349 

281016_1.R1040 

jC-gmro02910004al0dl 

BLASTX 

g2244973 

413 

3.0e-40 

193 

40 

(Z97340) similarity to extensin class 1 protein 
[Arabidopsis thaliana] 

32350 

281054JL.R1040 

kll701208323.hl 

BLASTX 

g2342735 

162 

2.0e-ll 

49 
67 

(AC002341) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



32351 

281129JL.R1040 
kll701207975.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32352 

281132_1.R1040 
jC-gmle01810018a08a2 



Seq. No. 
Contig ID 
5' -most EST 



32353 

281150JL.R1040 
kl!701208002.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32354 

281183_1.R1040 

k!1701208043.hl 

BLASTX 

g4204297 

519 

6.0e-53 

106 

92 

(AC003027) ADK1 [Arabidopsis thaliana] 
32355 

281226_1.R1040 

kll701208104.hl 

BLASTX 

g3150412 

231 

2.0e-19 

67 

66 

(AC004165) putative Fe(II) transport protein [Arabidopsis 
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Seq. No. 
Contig ID 
5 '-most EST 



thaliana] >gi_3420044 (AC004680) putative Fe(II) transport 
protein [Arabidopsis thaliana] 

32356 

281256_1.R1040 
kll701208136.hl 



Seq. No. 
Contig ID 
5' -most EST 



32357 

281280J..R1040 
kll701208165.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



32358 

281382JL.R1040 
uC-gmrominsoyl54a05bl 

3235 9 

281409JL.R1040 
k!1701208332.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32360 

281441_1.R1040 
k!1701208373.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32361 

281462_1.R1040 
kl!701215446.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



32362 

281545_1.R1040 
uC-gmronoir030e01bl 

32363 

281681_1.R1040 
k!1701208708.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32364 

281683_1.R1040 

kll701212911.hl 

BLASTX 

gl619602 

235 

7.0e-20 

53 
87 

(Y08726) MtN3 [Medicago truncatula] 
32365 

281705_1.R1040 

kll701208747.hl 

BLASTX 

g3115374 

483 

1.0e-48 

106 

86 

(AF002016) acyl CoA oxidase homolog [Cucurbita sp.] 



4928 





Seq. No. 


32366 




Contig ID 


281719 1.R1040 




5' -most EST 


kll701209188.hl 




Seq. No. 


32 Jo / 




Contig ID 


281749 1.R1040 




5 '-most EST 


epx701104434.hl 




Seq. No. 


32368 




Contig ID 


281796 1.R1040 




5' -most EST 


kll7012Q9567 . nl 




Seq. No. 


323o9 




Contig ID 


2olbl3_l . R1U4U 




5 -most EST 


K-Li / uiziUoyuo.ni 




Method 


T3T 7\ OTpV 
DJ_ii\0 1 A 




NCBI GI 


g3077640 




BLAST score 


228 


■ r? 


E value 


3 . Oe-19 




Match length 


79 


in 


% identity 


59 




NCBI Description 


(AJ223151) O-me- 




Seq. No. 


32370 




Contig ID 


281891 1.R1040 




5' -most EST 


kll7 0120 9045 .hi 




Seq. No. 


o *™i ~\ "i t 
32371 


|p=S= 


Contig ID 


281920 1.R1040 


Q 


5' -most EST 


kll70120910z .nl 




Method 


BLASTX 




NCBI GI 


-,1 /- q cnnc 




BLAST score 


199 




E value 


9.0e-16 




Match length 


51 




% identity 


73 




NCBI Description 


(U32644) immedi 



glucosyltransf erase [Nicotiana tabacum] 



Seq. No. 
Contig ID 
5' -most EST 



32372 

281921JL.R1040 
kll701209103.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32373 

281959_1.R1040 

epx701103727.hl 

BLASTX 

gl076331 

306 

5.0e-34 

96 

74 

histidine transport protein - Arabidopsis thaliana 
>gi_510238_emb_CAA54634_ (X77503) oligopeptide transporter 

1-1 [Arabidopsis thaliana] >gi_744157_prf 2014244A His 

transporter [Arabidopsis thaliana] 



4929 



o 



Seq. No. 
Contig ID 
5 '-most EST 



32374 

281977JL.R1040 
kl!701209177.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32375 

282020JL.R1040 
kl!701209233.hl 



Seq. No. 
Contig ID 
5' -most EST 



32376 

282027_1.R1040 
k!1701212080.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32377 

282180_1.R1040 
k!1701214205.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32378 

282325JUR1040 
k!1701209656.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



32379 

282326_1.R1040 

g4293821 

BLASTX 

g2981463 

118 

5.0e-09 

93 

34 

(AF052663) gamma- tubulin interacting protein [Xenopus 
laevis] 



32380 

282347_1.R1040 

asn701140632.hl 

BLASTX 

g4235430 

239 

3.0e-20 

69 

68 

(AF098458) latex- abundant protein 



[Hevea brasiliensis] 



32381 

282379_1.R1040 
kll701214478.hl 



Seq. No. 
Contig ID 
5' -most EST 



32382 

282402JL.R1040 
kll701213719.hl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



32383 

282420_1.R1040 

kll701213504.hl 

BLASTX 

g4220491 

202 



4930 



E value 


f . Ue-lo 


Match length 


1U 5 


% identity 


42 


NCBI Description 


(AC006069) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 




Contig ID 


282442 1.R1040 


5' -most EST 


kll701209829.hl 


Seq. No. 


32385 


Contig ID 


282521 1.R1040 


5 '-most EST 


kll701211385 .hi 


Seq. No. 


32386 


Contig ID 


282528 1.R104U 


o -most EbT 


jcii /uizuyyji.ni 


Method 


BLASTX 


NCBI GI 


g3128186 


BLAST score 


164 


E value 


o . (Je-lz 


Match length 


56 


% identity 


54 


NCBI Description 


(AC004521) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


32387 


Contig ID 


282552 1.R1040 


5' -most EST 


kll701211063.hl 


Seq. No. 


32388 


Contig ID 


282554_1.R1040 


5 '-most EST 


kll701209976.hl 


Method 


BLASTX 


NCBI GI 


gl351303 


BLAST score 


334 


E value 


3.0e-31 


Match length 


92 


% identity 


70 


NCBI Description 


INDOLE— o— GLYCEROL rnOorriAlhj biNlnAohj rK&UUKoUK t±Lilro; 


>gi 619732 (U18770) indole-3-glycerol phosphate syntha 




[Arabidopsis thaliana] 


Seq. No. 


32389 


Contig ID 


2826l6_l.Rl040 


5' -mo St EST 


Kll / UlziUUbi. nl 


Method 


BLAblX 


NCBI GI 


g4454012 


BLAST score 


212 


E value 


6.0e-17 


Match length 


86 


% identity 


52 


NCBI Description 


(AL035396) Pollen-specific protein precursor like 




[Arabidopsis thaliana] 


Seq. No. 


32390 


Contig ID 


282630 1.R1040 


5' -most EST 


kll70l2l0079.hl 


Method 


BLASTX 



4931 



II 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 f -most EST 



g3024871 
223 

2.0e-18 

83 

55 

HYPOTHETICAL 77.3 KD PROTEIN SLL0005 

>gi_1001579_dbj_BAA10206_ (D64000) ABCl-like [Synechocystis 
sp.] 

32391 

282712_1.R1040 

kll701210189.hl 

BLASTX 

g4490297 

188 

7.0e-14 

113 
42 

(AL035678) putative protein [Arabidopsis thaliana] 
32392 

282735_1.R1040 
kl!701210560.hl 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



32393 

282742_1.R1040 

kll701210229.hl 

BLASTX 

g3128199 

207 

9.0e-17 

57 

68 

(AC004521) putative proteinase 
32394 

282755JL.R1040 
kll701210252.hl 



[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



32395 

282926JL.R1040 

uC-gmrominsoyl 64d02bl 

BLASTX 

gl708863 

145 

5.0e-09 

53 

51 

ACYL- [ACYL-CARRIER- PROTEIN] — UDP-N-ACETYLGLUCOSAMINE 
O-ACYLTRANSFERASE (UDP-N-ACETYLGLUCOSAMINE ACYLTRANSFERASE) 
>gi_1262294 (U51683) LpxA [Brucella abortus] 

32396 

283013_1.R1040 
uC-gmrominsoyl 58 gl lbl 
BLASTX 
g2827141 
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II 



BLAST score 


394 


E value 


5.0e-38 


Match length 


Q C 

0 0 


% identity 


Q "3 


NCBI Description 


(AF027173) cellulose synthase 




[Arabidopsis thaliana] 


beq. no. 


OZOV f 


Contig ID 


283040 1.R1040 


5 f -most EST 


kll701210762.hl 


beq. no. 




Contig ID 


0011 co i o i a ^ a 
ZooLOo I.K1U4U 


b -most EST 


jC-gmstUz4UUUolellal 


Seq. No. 


ozjy y 


Contig ID 


ZooZo I 1 . K1U4U 


rr | „ _ _ j_ T7CT* 

O -IUOSt hbl 


Kir /uiziiiuy.ni 


Method. 


Olirib 1 A 


NCBI GI 


g3928150 


BLAST score 


433 


E value 


D • ue-4o 


Matcn lengrn 


1U 5 


% identity 


75 


NCBI Description 


(AJ131049) hypothetical prote. 


Seq. No. 


a f\r\ 
JZ4UU 


Contig ID 


283386 1.R1040 


5' -most EST 


kll701211250.hl 


beq. No. 


OOylfil 

oz4UI 


Contig ID 


283461 1.R1U40 


5' -most EST 


1 TT*"Jf\10*1"TO^O 

kll701211360 . hi 


Seq. No. 


TO /I AO 

32402 


Contig ID 


283489 1.R1040 


rr 1 _ _ j_ prim 

o -most EbT 


g4zyy uzb 


Method 




NCBI GI 


g3874440 


BLAST score 


169 


E value 


1.0e-ll 


Match length 


107 


% identity 


33 


NCBI Description 


(Z81038) Similarity to Bovine 




oxidoreducatse B8 subunit (SW 




elegans] 


Seq. No. 




Contig ID 


O O O C O 1 n i A ^ A 

283563 1.R1040 


o -most EST 


g4 Juuo / J 


Method 


bL/ib 1 A 


MLB1 bl 


-/in Q A A AO 

g4uy yuyz 


BLAST score 


426 


E value 


6.0e-42 


Match length 


140 


% identity 


60 


NCBI Description 


(U83179) unknown [Arabidopsis 



[Caenorhabditis 



4933 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32404 

283571JL.R1040 

jC-gmle01810006e04al 

BLASTX 

g2809251 

916 

7.0e-99 

305 
56 

(AC002560) F21B7.20 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32405 

283700JL.R1040 

jC-gmle01810089al2al 

BLASTX 

g3819699 

373 

1.0e-41 

197 

51 

(AJ009609) BnMAP4K alpha2 [Brassica napus] 



Seq. No. 
Contig ID 
5' -most EST 



32406 

283704JL.R1040 
g5126825 



Seq. No. 
Contig ID 
5' -most EST 



32407 

283729_1.R1040 
kll701211749.hl 



Seq. No. 
Contig ID 
5' -most EST 



32408 

283838JL.R1040 
jC-gmfl02220080a01al 



Seq. No. 
Contig ID 
5 '-most EST 



32409 

283930JL.R1040 
kll701212503.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32410 

283964_1.R1040 

uC-gmrominsoyl 62e03bl 



Seq. No. 
Contig ID 
5 '-most EST 



32411 

283988_1.R1040 
kll701212094.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32412 

284071JL.R1040 

kll701212210.hl 

BLASTX 

g2346966 

220 

7.0e-18 

56 

68 

(AB004871) CPC [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



>gi_4559383_gb_AAD23043.1_AC006526_8 (AC006526) putative 
DNA binding protein CPC [Arabidopsis thaliana] 

32413 

284077_1.R1040 

jC-gmle01810050a05al 

BLASTX 

g3355486 

193 

6.0e-15 

51 

63 

{AC004218} unknown protein [Arabidopsis thaliana] 
32414 

284124_1.R1040 
k!1701212277.hl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



32415 

284193_1.R1040 
uC-gmrominsoy046e07bl 

32416 

284214_1.R1040 
kll701212403.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



32417 

284244_1.R1040 

kll701212684.hl 

BLASTX 

g3885329 

339 

3.0e-32 

78 

82 

(AC005623) alien-like protein [Arabidopsis thaliana] 
32418 

284423J..R1040 
uC-gmf lminsoy07 Ia07b2 

32419 

284428_1.R1040 
asn701143228.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



32420 

284450_1.R1040 
jC-gmle01810054al0al 

32421 

284511JL.R1040 
epx701107757.hl 

32422 

284560J..R1040 

uC-gmflminsoy025cl2bl 
BLASTX 
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ur-L 




dJjHoi score 


OZU 


E value 


7.0e-53 


Match length 


125 


Q* i /**\ *r^k 4^ n "4— t r 

^ laenLiLy 


/ 3 


INUdJ. UcoCIiptlOIl 


/71irnn c \n4'7 1 f ran cnnrf t nhi hi tnr & qt^i^ti go 1 f Arahi Hon ^ 




thaliana] >gi_2352494 (AF005048) transport inhibitor 




response 1 [Arabidopsis thaliana] 


oeq. ino. 


^9_19^ 


Contig ID 


284660 1.R1040 


5' -most EST 


epx701108257.hl 


beg. wo • 




Contig ID 


284705 1.R1040 


5' -most EST 


epx701109068.hl 


oeq. ino. 




Contig ID 


284768 1.R1040 


5' -most EST 


uC-gmflminsoy007bl2bl 


beg. wo. 


JZ4 Z 0 


Contig ID 


284798 1.R1040 


5' -most EST 


jC-gmro02910039h06al 


beg. no. 


._>Z4Z / 


Contig ID 


284824 1.R1040 


5 '-most EST 


kll701213216.hl 


Seg. No. 


Q O A O O 

Jz4zo 


Contig ID 


284855 1.R1040 


5 '-most EST 


zsg701121725.hl 


beg. wo. 


oz4zy 


Contig ID 


284880 1.R1040 


5 '-most EST 


jC-gmro02910050e09dl 


oeg. wo. 


jZ4 jU 




1 Rl n_in 


o —most tbi 


j u— gmixuzzzuuyzauiai 


beg. wo. 


OZ4 ol 


conrig id 


ZooUUl 1.K1U4U 


o most. Hjbi 


yiiiroiiiinsoyuj juiudi 




E>±lt\0 1 A 


NCBI GI 


g2459412 


BLAST score 


172 


Hi value 


C n__-1 9 

d . ue jlz 


Mat.cn lengrn 


lUo 


& "i H#=»nt~ i tv 

0 _L UCil U. JL l. y 


43 


NCBI Description 


(AC002332) putative G9a protein [Arabidopsis thalian 


Seg. No. 


32432 


Contig ID 


285042 1.R1040 


5' -most EST 


jC-gmro02910002a07al 



Seg. No. 32433 
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II 



Contig ID 


285049 1.R1040 


C I rriSMr* POT 


goouyoi o 


IXiW UllUtJ, 


DliriO 1 A 


NCBI GI 


g2864625 


BLAST score 


320 


E value 


o n ^ on 

z . ue-zy 


Match length 


no 

y z 


% identity 


67 


NCBI Description 


(AL021811) putative protein [Arabidopsis thaliana] 


beq. no. 




Contig ID 


285172 1.R1040 


5' -most EST 


kll701213667.hl 


beq. No. 


3z43o 


uonng 11J 


ZoOloO Z.K1U4U 


o -most EST 


jC-gmst02400066b03dl 


Seq. No. 


32436 


Contig ID 


285304 1.R1040 


o -most bbi 


uC-gmropicUloau 9b 1 


Method 


JdIiAo I JN 


WLdI bl 


goo oyu bo 


BLAST score 


64 


E value 


3.0e-27 


Match length 


300 


% identity 


80 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI 




MDC16, complete sequence [Arabidopsis thaliana] 


Seq. No. 


32437 


Contig ID 


285340_1.R1040 


o -most EST 


K11701213890 .hi 


Method 


BliAb IX 


NCBI GI 


g2569940 


BLAST score 


264 


E value 


1 . Oe-27 


Matcn length 


13d 


% identity 


50 


NCBI Description 


(Y15194) GRS protein [Arabidopsis thaliana] 


Seq. No. 


32438 


Contig ID 


285365 1.R1040 


5' -most EST 


zsg701122787.hl 


beq. No. 


32439 


Contig ID 


285400_1 .R1040 


5 1 -most EST 


zsg701125845.hl 


Seq. No. 


32440 


Contig ID 


285447_1.R1040 


o most tjbi. 


Kll / UlZ14U4j.nl 


Method 


BLASTX 


NCBI GI 


g2160166 


BLAST score 


288 


E value 


4.0e-26 


Match length 


94 
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# 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 

(AC000132) No definition line found [Arabidopsis thaliana] 
32441 

285508JL.R1040 

jC-gmfl02220112g07dl 

BLASTX 

g2583123 

470 

4.0e-47 

115 

78 

(AC002387) 
thaliana] 



putative nucleotide sugar epimerase [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 



32442 

285606_1.R1040 
kll701214241.hl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32443 

285676_1.R1040 

kll701214344.hl 

BLASTX 

g2894600 

215 

1.0e-17 

51 

67 

(AL021889) putative protein [Arabidopsis thaliana] 



32444 

285699_1.R1040 

kll701214351.hl 

BLASTX 

gl711382 

176 

5.0e-13 

55 

51 

SET PROTEIN >gi_940889 (U30470) 
melanogaster] 



SET [Drosophila 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



32445 

285750_1.R1040 

jC-gmle01810084h09al 

BLASTX 

g4185507 

866 

2.0e-93 

216 

70 

(AF100163) EZA1 [Arabidopsis thaliana] 
32446 

285774JL.R1040 
asn701140406.hl 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32447 

285827J..R1040 

uC-gmropic017h02bl 

BLASTX 

gl076758 

528 

6.0e-54 

131 

76 

heat-shock protein precursor - rye >gi_2130093_pir S6577* 

heat-shock protein, 82K f precursor - rye 
>gi_556673_emb_CAA82945_ (Z30243) heat-shock protein 
[Secale cereale] 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32448 

285852J..R1040 

kll701214562.hl 

BLASTX 

g4151319 

147 

1.0e-09 

30 

93 

(AF089084) putative auxin efflux carrier protein; 
[Arabidopsis thaliana] 



AtPINl 



Seq. No. 
Contig ID 
5' -most EST 



32449 

285872_1.R1040 
kl!701214554.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



32450 

285905JL.R1040 

uC-gmflminsoy072d01bl 

BLASTX 

g3763934 

230 

4.0e-19 

109 
47 

(AC004450) hypothetical protein [Arabidopsis thaliana] 
32451 

285926J..R1040 

kl!701214620.hl 

BLASTX 

g2827637 

200 

3.0e-15 

185 

30 

(AL021636) putative protein [Arabidopsis thaliana] 
32452 

285927_1.R1040 
kl!701215491.hl 



Seq. No. 



32453 
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II 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



285962_1.R1040 

jC-gmfl02220050g02al 

BLASTX 

g3786000 

262 

1.0e-22 

108 
45 

(AC005499) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32454 

286210JL.R1040 

kll701214989.hl 

BLASTX 

g3142303 

161 

3.0e-ll 

88 
39 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



32455 

286282_1.R1040 
kll701215347.hl 



Seq. No. 
Contig ID 
5 T -most EST 



32456 

286323_1.R1040 
kl!701215149.hl 



Seq. No. 
Contig ID 
5' -most EST 



32457 

286343_1.R1040 
kll701215175.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



32458 

286388_1.R1040 

kll701215237.hl 

BLASTX 

g3738324 

237 

3.0e-20 

88 

50 

(AC005170) GMP synthase-like protein [Arabidopsis thaliana] 
32459 

286478_1.R1040 
g5605942 



Seq. No. 
Contig ID 
5 '-most EST 



32460 

286527JL.R1040 
asn701139270.hl 



Seq. No. 
Contig ID 



32461 

286548 1.R1040 
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o 



0 -IROSt boi 


Kll / U 1Z1D4 DJ.nl 


Method 


DT 71 O rpv 

BLAb 1 A 


NCBI GI 


g4544473 


BLAST score 


263 


E value 


J . Ue-Z3 


Match length 


71 


% identity 


39 


NCBI Description 


(AC006580) putative mei2 protein [Arabidopsis thaliana] 


Seq. No. 


TO / /TO 

32462 


Contig ID 


Z0D004 1.R1U40 


C | — 4. 'COT' 

O — IUOS u hib i 


Kll fVlZlDH / u . ni 


Method 


riliAo 1 A 


NCBI GI 


gll74718 


BLAST score 


J5ol 


E value 


2 . 0e-3o 


Match length 


93 


% identity 


78 


NCBI Description 


PUTATIVE RECEPTOR PROTEIN KINAbE TMK1 PRECURSOR 




>gi o^o/y_jpir jyio/4 receptor protein Kinase imj\i 




2.7.1.-) precursor - Arabidopsis thaliana >gi_166888 




(L00670) protein kinase [Arabidopsis thaliana] 


Seq. No. 


00)1/") 

32463 


Contig ID 


286584 1.R1040 


5 1 -most EST 


epx701108777.hl 


Seq. No. 


32464 


Contig ID 


286651 1.R1040 


5' -most EST 


epx701103856.hl 


Seq. No. 


32465 


Contig ID 


28666l_l.Rl040 


5 -most EST 


epx701105166.hl 


Seq. No. 


32466 


Contig ID 


286670_1.R1040 


o -most EST 


asn/ 01137 942 .hi 


Method 


BLASTX 


NCBI GI 


g2979558 


BLAST score 


148 


E value 


8 . Oe-10 


Match length 


38 


% identity 


74 


NCBI Description 


(AC003680) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


32467 


Contig ID 


286690 1.R1040 


5 * -most EST 


epx701103939.hl 


Seq. No. 


32468 


Contig ID 


286748 1.R1040 


5' -most EST 


epx701104058.hl 


Method 


BLASTX 


NCBI GI 


g4049350 


BLAST score 


217 


E value 


2.0e-17 
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II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



73 
56 

(AL034567) putative protein [Arabidopsis thaliana] 
32469 

286798_1.R1040 

uC-gmflminsoy023hllbl 

BLASTN 

g3046855 

70 

4.0e-31 

266 

82 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MSL1, complete sequence [Arabidopsis thaliana] 

32470 

286902_1.R1040 
epx701105832.hl 

32471 

286902_2.R1040 
epx701104610.hl 

32472 

286981_1.'R1040 

epx701104381.hl 

BLASTX 

g2558938 

569 

2.0e-58 

228 

54 

(AF024625) arm repeat containing protein [Brassica napus] 
32473 

287162_1.R1040 
jC-gmfl02220089cl0al 

32474 

287311_1.R1040 

uC-gmrominsoy213h02bl 

BLASTX 

g2252840 

179 

3.0e-13 

80 
47 

(AF013293) contains regions of similarity to Haemophilus 
influenzae permease (SP:P38767) [Arabidopsis thaliana] 

32475 

287456__1.R1040 

asn701136070.hl 

BLASTX 

g3286691 

279 
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II 



E value 


8 . Oe-25 


Matcn lengtn 


O T 

o / 


% identity 


57 


NCBI Description 


(AJ007450) auxilin-like protein [Arabidopsis thaliana] 


Seq. No. 


32476 


Contig ID 


287634 1.R1040 


5 '-most EST 


jC-gmst02400067h03al 


Seq. No. 


32477 


Contig ID 


287636 1.R1040 


5 '-most EST 


zsg701118226.hl 


Seq. No. 


32478 


Contig ID 


287730_1.R1040 


5 -most EST 


zsg701118519 . hi 


Method 


BLASTX 


NCBI GI 


g3805765 


BLAST score 


564 


E value 


6. Oe-58 


Match length 


156 


% identity 


69 


NCBI Description 


(AC005693) putative protein kinase [Arabidopsis thaliana 


Seq. No. 


32479 


Contig ID 


287766 1.R1040 


5' -most EST 


epx701105492.hl 


Seq. No. 


32480 


Contig ID 


287772 1.R1040 


S'-most EST 


jC-gmro02 91005 9a04dl 


Seq, No. 


32481 


Contig ID 


287868_1.R1040 


5' -mo st EST 


epx701105637 .hi 


Method 


BLASTX 


NCBI GI 


g4454459 


BLAST score 


605 


E value 


5 . 0e-63 


Match length 


147 


% identity 


79 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


32482 


Contig ID 


287932_1.R1040 


5 T -most EST 


3C-gmro02 91000 9d05al 


Method 


BLASTX 


NCBI GI 


g4544451 


BLAST score 


622 


E value 


5.0e-65 


Match length 


147 


T Vl 4* T +- T T 

t> laentiTiy 


/ O 


NCBI Description 


(AC006592) unknown protein [Arabidopsis thaliana] 


Seq. No. 


32483 


Contig ID 


287960JL.R1040 


5' -most EST 


uC-gmrominsoy028d03bl 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



[Arabidopsis thaliana] 



32484 

288006_1.R1040 
zsg701121033.hl 

32485 

288048_1.R1040 
epx701105890.hl 

32486 

288051_1.R1040 

epx701105893.hl 

BLASTX 

g4432814 

397 

7.0e-39 

103 

73 

(AC006593) unknown protein 
32487 

288190_1.R1040 
epx701106079.hl 



32488 

288200_1.R1040 

jC-gmfl02220079a03al 

BLASTX 

g2244753 

450 

8.0e-45 

118 

69 

(Z97335) hypothetical protein [Arabidopsis thaliana] 
32489 

288218JL.R1040 
g5676843 

32490 

288258_1.R1040 
jC-gmfl02220081b07dl 

32491 

288325_1.R1040 

epx701106274.hl 

BLASTX 

g3914621 

151 

8.0e-10 

129 

12 

RAN GTPASE ACTIVATING PROTEIN 1 >gi_2062660 (U88155) 
RanGTPase activating protein [Xenopus laevis] 

32492 

288425 1.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



jC-gmle01810078c08al 

BLASTN 

gl69036 

46 

7.0e-17 

70 
91 

Pisum sativum L. aldolase gene, 3 T end cds 
32493 

288482_1.R1040 
jC-gmro02910002a06dl 

32494 

288502_1.R1040 

epx701106518.hl 

BLASTX 

g585084 

153 

6.0e-10 

56 
57 

ELONGATION FACTOR G, MITOCHONDRIAL PRECURSOR (MEF-G) 

>gi_543383_pir S40780 translation elongation factor G, 

mitochondrial - rat >gi_310102 (L14684) elongation factor G 
[Rattus norvegicus] 

32495 

288655JL.R1040 

epx701106718.hl 

BLASTX 

g4559371 

160 

8.0e-ll 

58 
53 

(AC006585) putative peroxidase [Arabidopsis thaliana] 
32496 

288657JL.R1040 

epx701106822.hl 

BLASTX 

g3114573 

314 

3.0e-29 

92 

66 

(AF019383) l-deoxyxylulose-5-phosphate synthase [Mentha x 
piperita] 

32497 

288876_1.R1040 
epx701107014.hl 

32498 

289043_1.R1040 
uC-gmr opi cO 3 7 dO 9b 1 
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II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2191151 

509 

1.0e-51 

125 

77 

(AF007269) 



contains similarity to membrane associated 



salt-inducible protein [Arabidopsis thaliana] 
32499 

289209_1.R1040 
uC-gmrominsoy235hl0bl 

32500 

289209_2.R1040 
uC-gmrominsoy265a01bl 

32501 

289273JL.R1040 
jC-gmle01810009h03al 

32502 

289320_1.R1040 

zsg701125287.hl 

BLASTX 

gl706885 

146 

2.0e-09 

78 
45 

FOLYLPOLYGLUTAMATE SYNTHASE, MITOCHONDRIAL PRECURSOR 
(FOLYLPOLY-GAMMA-GLUTAMATE SYNTHETASE) (FPGS) >gi_1345106 
(U33557) folylpolyglutamate synthetase precursor [Mus 

mus cuius] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



32503 

289429_1.R1040 
epx701107838.hl 

32504 

289501_1.R1040 
g5606214 

32505 

289548_1.R1040 
epx701108027.hl 

32506 

289662JL.R1040 
uC-gmrominsoy02 9al2bl 

32507 

289665JL.R1040 
epx701108193.hl 

32508 

289680 1.R1040 



4946 



5 f -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



epx701108215.hl 
32509 

289746_1.R1040 
uC-gmflminsoy018a03bl 

32510 

289836_1.R1040 
epx701108410.hl 

32511 

290042JL.R1040 
epx701108718.hl 

32512 

290092_1.R1040 
epx701108782.hl 

32513 

290127_1.R1040 
epx701108896.hl 

32514 

290151_1.R1040 
epx701108876.hl 

32515 

290182_1.R1040 

uC-gmr omins oy0001h07al 

32516 

290193_1.R1040 

zsg701118973.hl 

BLASTX 

g3420801 

211 

7.0e-17 

67 

61 

(AF081066) IAA-amino acid hydrolase homolog ILL3 
[Arabidopsis thaliana] 

32517 

290213JL.R1G40 

uC-gmflminsoy021g01bl 

BLASTX 

g3914020 

282 

4.0e-25 

111 

50 

(R)-MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 
{ HYDROXYNI TRI LE LYASE 1) ( ( R) -OXYNITRILASE 1) 
>gi_1561641_emb_CAA69388__ (Y08211) mandelonitrile lyase 
[Prunus dulcis] 



Seq. No. 



32518 



4947 



II 



Contig ID 


290367 1.R1040 


5' -most EST 


epx701109171.hl 


oeq. jno ♦ 


?9 SI Q 


Contig ID 


290387_1.R1040 


5' -most EST 


uC-gmf IminsoyO 8 lhO 6bl 


oeg. no. 


oo con 


uontxg xu 


o qpi^ qq i pi n 4 n 


o — most hoi 


Q^v7niTnQ9i "hi 
epx / uiiujiij . nx 


Seq. No. 


jZOZI 


uonrig iu 


9 Qfl t; *3Q 1 pi fiAH 


•J ILLUoL Cju 1 


ni To 1 hi 




DJjflO ± /V 


NCBI GI 


g4164145 


BLAST score 


306 


E value 


/ t Uc ^. O 


rdaLcn xengrn 


X X ft 


% identity 


/I Q 
4 O 


NCBI Description 


^7\omoonR\ -i aval -I -r» 
l/\r>u x^^: uo ) gxDDerexxn 


Seq. No. 


TO COO 


Contig ID 


zyuo /u X.KXU4U 


O — IHOSt EjoI 


onv7f)1 1 hi 

epx / uiiu j^o nx 


Method 


JDXxrio 1 A 






BLAST score 


699 


E value 


7.0e-74 


Match length 


179 


% identity 


76 


NCBI Description 


(AC002335) membrane t 



membrane transporter Dl isolog [Arabidopsis 



thaliana] 



Seq. No* 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32523 

290580_1.R1040 

jC-gmle01810025a06al 

BLASTX 

g2961352 

250 

3.0e-21 

58 
74 

(AL022140) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 



32524 

290699_1.R1040 
epx701110431.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32525 

290758_1.R1040 
epx701109965.hl 



Seq. No. 
Contig ID 
5' -most EST 



32526 

290812_1.R1040 
uC-gmropic042c05bl 



4948 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32527 

290842JL.R1040 

jC-gmfl02220054f08dl 

BLASTX 

g2129755 

433 

7.0e-43 

103 

83 

tryptophan synthase (EC 4.2.1.20) alpha chain - Arabidopsis 
thaliana >gi_619753 (U18993) tryptophan synthase alpha 

chain [Arabidopsis thaliana] >gi_1585768_prf 2201482A Trp 

synthase :SUBUNIT=alpha [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32528 

290888JL.R1040 

jC-gmle01810030g01a2 

BLASTX 

g2062173 

502 

3.0e-51 

103 
95 

(AC001645) 
thaliana] 



cell division protein FtsH isolog [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32529 

290900_1.R1040 
uC-gmrominsoy047c01bl 

32530 

291084_1.R1040 
g5058010 

32531 

291208_1.R1040 

jC-gmro02910041017al 

BLASTX 

g4314358 

527 

2.0e-53 

318 

42 

(AC006340) putative kinesin heavy chain protein 
[Arabidopsis thaliana] 

32532 

291237_1.R1040 

uC-gmrominsoyl67h04bl 

BLASTX 

g2827549 

691 

7.0e-73 

146 

89 

(AL021635) glycoprotein endopeptidase - like protein 
[Arabidopsis thaliana] 



4949 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



32533 

291410JL.R1040 
fjg700968435.hl 

32534 

291488_1.R1040 
asn701142644.hl 



Seq. No. 
Contig ID 
5' -most EST 



32535 

291513_1.R1040 
kwa701015563.hl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



32536 

291556_1.R1040 

kwa701015625.hl 

BLASTN 

g510875 

100 

4.0e-49 

209 

94 

P. vulgaris PvMEl gene 
32537 

291569_1.R1040 
fC-gmst700893503d3 

32538 

291651_1.R1040 

zsg701117506.h2 

BLASTX 

g3220021 

98 

2.0e-10 

85 
41 

(U57828) lipase homolog [Arabidopsis thaliana] 
32539 

291661_1.R1040 
uC-gmropic047e09bl 



32540 

291667_1.R1040 

zsg701117441.hl 

BLASTX 

g2984333 

193 

1.0e-14 

58 
62 

(AE000774) Na{+) 



[Aquifex aeolicus] 
32541 

291833 1.R1040 



dependent transporter (Sbf family) 



4950 



II 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-ginro02910022b05al 

BLASTX 

g586021 

134 

1.0e-09 

64 

55 

PROBABLE PEPTIDYL-TRNA HYDROLASE (PTH) (STAGE V SPORULATION 

PROTEIN C) >gi_2127242__pir S66083 stage V sporulation 

protein - Bacillus subtilis >gi_4 67442_dbj_BAA05288_ 
(D26185) stage V sporulation [Bacillus subtilis] 
>gi_2 63232 0_emb_CABl 182 9_ (Z99104) thermos ens it ive mutant 
blocks spore coat formation (stage V sporulation) [Bacillus 
subtilis] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32542 

291866_1.R1040 

zsg701125639.hl 

BLASTX 

gl055161 

159 

1.0e-10 

134 

34 

(U40029) similar to human 
[Caenorhabditis elegans] 



100 kDa coactivator (U22055) 



Seq. No. 
Contig ID 
5' -most EST 



32543 

291952JL.R1040 
uC-gmr ominsoyO 3 0 a 0 6bl 



Seq. No. 32544 

Contig ID 292089_1 . R1040 

5' -most EST g4396380 



Seq. No. 


32545 


Contig ID 


292298 1.R1040 


5 '-most EST 


zsg701118524.hl 


Method 


BLASTX 


NCBI GI 


g2959781 


BLAST score 


490 


E value 


9.0e-60 


Match length 


159 


% identity 


75 


NCBI Description 


(AJ223508) Zwille protein [Arabidopsis thaliana] 


Seq. No. 


32546 


Contig ID 


292303 1.R1040 


5' -most EST 


zsg701126941.hl 


Method 


BLASTX 


NCBI GI 


g3152559 


BLAST score 


504 


E value 


3.0e-51 


Match length 


127 


% identity 


70 


NCBI Description 


(AC002986) Similarity to A. thaliana gene product 



F21M12.20, gb_AC000132. EST gb_Z25651 comes from this gene. 



4951 



II 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
32547 

292433_1.R1040 
zsg701118711.hl 

32548 

292454_1.R1040 
zsg701118744.hl 

32549 

292499_1.R1040 

2sg701118805.hl 

BLASTX 

g2384671 

664 

8.0e-70 

166 

77 

(AF012657) putative potassium transporter AtKT2p 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32550 

292509JL.R1040 

zsg701118818.hl 

BLASTX 

gl777312 

393 

4.0e-38 

100 
75 

(D30622) novel serine/threonine protein kinase 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



32551 

292534_1.R1040 
asn701135674.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



32552 

292677JL.R1040 

zsg701119045.hl 

BLASTN 

g3702736 

34 

2.0e-09 

42 

95 

Arabidopsis thaliana genomic DNA, chromosome 5, PI 
MRU, complete sequence [Arabidopsis thaliana] 

32553 

292690JL.R1040 
uC-gmf Iminsoy064gl0bl 

32554 

292737JL.R1040 
zsg701119132.hl 



clone: 



4952 



© 



Method 


TJT 7\ nmv 

dLAo IX 


NCBI GI 


g4337192 


BLAST score 


273 


E value 


8 . Oe-24 


Match length 


54 


% identity 


89 


NCBI Description 


(AC0064 03) hypothetical protein [Arabidopsis thaliana 


Seq. No. 


32555 


Contig ID 


23ZoD f 1 . R1U4U 


5 T -most EST 


zsg701119308 .hi 


Seq. No. 


32556 


Contig ID 


292873 1.R1040 


5 1 -most EST 


zsg /U11193zo . nl 


Method 


BLASTX 


NCBI GI 


g2244755 


BLAST score 


354 


E value 


6 . Oe-34 


Match length 


89 


% identity 


70 


NCBI Description 


(Z97335) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


32557 


Contig ID 


292889_1 .R1040 


S'-most EST 


zsg701119350 .nl 


Method 


BLASTX 


NCBI GI 


g2191139 


BLAST score 


143 


E value 


9.0e-09 


Match length 


52 


% identity 


50 


NCBI Description 


(AF007269) A IG002N01.19 gene product [Arabidopsis 




thaliana] 


Seq. No. 


32558 


Contig ID 


293078_1.R1040 


5 ' -most EST 


3C-gmle01810072a02al 


Method 


BLASTX 


NCBI GI 


g4038592 


BLAST score 


555 


E value 


8.0e-57 


Match length 


162 


% identity 


64 


NCBI Description 


(Y10403) RNA-directed RNA polymerase [Lycopersicon 




esculentum] 


Seq. No. 


32559 


Contig ID 


293232JL.R1040 


5' -most EST 


uC-gmrominsoy031f 07bl 


oeq. mo. 




Contig ID 


293252 1.R1040 


5 '-most EST 


jC-gmro02910070b07al 


Seq. No. 


32561 


Contig ID 


293291_1.R1040 



4953 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



zsg701119966.hl 

BLASTX 

g544075 

542 

1.0e-55 

148 

68 

COATOMER BETA T SUBUNIT (BETA 1 -COAT PROTEIN) (BETA T -COP) 

(P102) >gi_486768_pir S35312 coatomer complex chain beta' 

- bovine >gi_312732_emb_CAA51285_ (X72756) beta prime cop 
[Bos taurus] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32562 

293335JL.R1040 

zsg701120037.hl 

BLASTX 

gll71429 

668 

2.0e-70 

138 

57 

(U44028) CKC [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32563 

293394JL 

g5057754 

BLASTX 

g2959324 

245 

1.0e-20 

61 

79 

(Y15224) 



R1040 



Importin alpha-like protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32564 

293453_1.R1040 

zsg701120212.hl 

BLASTX 

g3176723 

188 

6.0e-17 

104 

46 

(AC002392) putative protein kinase 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



32565 

293526_1.R1040 
jC-gmst02400055h08al 



Seq. No. 
Contig ID 
5 '-most EST 



32566 

293613_1.R1040 
jC-gmst02400058h07al 



Seq. No. 
Contig ID 
5 '-most EST 



32567 

293725JL.R1040 
zsg701126009.hl 



4954 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32568 

293779JL.R1040 

zsg701120654.hl 

BLASTX 

gl663537 

240 

4.0e-20 

151 

39 

(U55803) disease resistance protein homolog [Glycine max] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32569 

293817JL.R1040 

jC-gmfT02220103h08al 

BLASTX 

gl077569 

346 

1.0e-32 

164 
41 

probable membrane protein YDR109c - yeast (Saccharomyces 
cerevisiae) >gi_747884_emb_CAA88663_ (Z48758) unknown 
[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32570 

293829JL.R1040 

zsg701120720.hl 

BLASTX 

g2960364 

330 

9.0e-31 

127 

46 

(AJ224986) cinnamoyl CoA reductase [Populus balsamifera 
subsp. trichocarpa] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32571 

293899_1.R1040 

zsg701122101.hl 

BLASTX 

g2735017 

290 

2.0e-26 

97 

58 

(U82481) KI domain interacting kinase 1 



[Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 



32572 

293959JL.R1040 
zsg701129661.hl 



Seq. No. 

Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 



32573 

293970JL.R1040 

asn701140095.hl 

BLASTX 

g4493908 

235 



4955 



II 



E value 
Match length 
% identity 
NCBI Description 



6.0e-20 

87 

45 

(AL034558) predicted using hexExon; MAL3P2.30 (PFC0305w) , 
Putative homologue of Human EB1, len: 511 aa; Similarity to 
Human EB1 protein. H. sapiens EB1 protein (TR:Q156910) BLAST 
Score: 325, sum P(2) = 6.2e-35; 46% identity in 



Seq. No. 

Contig ID 
5' -most EST 



32574 

294089JL.R1040 
zsg701121057.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32575 

294097JL.R1040 

zsg701121068.hl 

BLASTN 

g3046856 

45 

3.0e-16 

164 

85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MXI22, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



32576 

294135_1.R1040 
zsg701121119.hl 



Seq. No. 
Contig ID 
5' -most EST 



32577 

294144_1.R1040 
uC-gmf IminsoyO 98b03bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32578 

294184_1.R1040 

g4437061 

BLASTX 

g2497539 

336 

3.0e-31 

120 

56 

PYRUVATE KINASE, CHLOROPLAST ISOZYME A PRECURSOR >gi_169703 
(M64736) ATP:pyruvate phosphotransferase [Ricinus communis] 



Seq. No. 
Contig ID 
5 '-most EST 



32579 

294184_2.R1040 
jC-gmle01810031e07dl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



32580 

294246J..R1040 

zsg701130122.hl 

BLASTX 

g3927831 

391 

3.0e-38 

96 

79 



4956 



# 



NCBI Description (AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



Seq. No. 


32581 


Contig ID 


294291 1.R1040 


5 -most EST 


uC-gmtlminsoyUoyaUoDi 


Seq. No. 




Contig ID 


294292_1 .R1040 


5 '-most EST 


jC-gmf 10 22200 90c08dl 


Seq. No. 


32583 


Contig ID 


294295 1.R1040 


S'-most EST 


zsg701121395.hl 


Method 


BLASTX 


NCBI GI 


g3033399 


BLAST score 


T /i yi 

144 


E value 


3 . Oe-09 


Match length 


56 


% identity 


52 


NCBI Description 


(AC004238) hypothetical protein [Arabidopsis 


Seq. No. 


TOCO /I 

32584 


Contig ID 


294333_1 .R1040 


5' -most EST 


uC-gmrominsoy275f 03bl 


Method 


BLASTN 


NCBI GI 


g886099 


BLAST score 


36 


E value 


9. Oe-11 


Match length 


67 


% identity 


97 


NCBI Description 


Glycine max putative water channel protein ( 




complete cds 


Seq. No. 


o o c o n 

J2ooo 


Contig ID 


294406 2.R1040 


5' -most EST 


zsg701121561.hl 


Method 


BLASTN 


NCBI GI 


g22073 


BLAST score 


54 


E value 


1.0e-21 


Match length 


58 


% identity 


98 


NCBI Description 


Mung bean 25S rRNA - 18S rDNA spacer region 


Seq. No. 


32586 


Contig ID 


294438 1.R1040 


5' -most EST 


uC-gmflminsoyl20e03bl 


Method 


BLASTX 


NCBI GI 


g3289002 


BLAST score 


166 


E value 


6.0e-12 


Match length 


89 


% identity 


23 


NCBI Description 


(AF073522) CRP1 [Zea mays] 



Seq. No. 



32587 



4957 



Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



294475JL.R1040 
jC-gmle01810075g03al 

32588 

294632JL.R1040 

uC~gmrominsoyl75gllbl 

BLASTX 

g2062169 

438 

1.0e-43 

107 

53 

(AC001645) 
thaliana] 



ABC transporter (PDR5-like) isolog [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



32589 

294645_1.R1040 
zsg701122111.hl 

32590 

294753_1.R1040 

zsg701122347.hl 

BLASTX 

g4415924 

316 

2.0e-29 

95 

60 

(AC006282) putative glucosyl transferase [Arabidopsis 
thaliana] 

32591 

294755JL.R1040 
zsg701122354.hl 

32592 

294820_1.R1040 
jC-gmfl02220084h03al 

32593 

294859_1.R1040 
zsg701122569.hl 



32594 

294893_1.R1040 

uC-gmrominsoy031gl2bl 

BLASTN 

gl69048 

226 

1.0e-124 

378 
90 

Pea farnesyltransferase beta-subunit mRNA, 



complete cds 



32595 

295073_1.R1040 
zsg701122936.hl 



4958 



II 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32596 

295099_1.R1040 

uC-gmflminsoy002b02bl 

BLASTX 

g3335349 

413 

2.0e-40 

117 

74 

(AC004512) Similar to gb_U46691 putative chromatin 
structure regulator (SUPT6H) from Homo sapiens. ESTs 
gb_T42908, gb_AA586170 and gb_AA395125 come from this gene, 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32597 

295114_1.R1040 

zsg701122991.hl 

BLASTX 

g3063458 

339 

1.0e-31 

132 

51 

(AC003981) F22013, 



20 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32598 

295156_1.R1040 

jC-gmst02400071el2al 

BLASTX 

g4314365 

331 

1.0e-30 

207 

43 

(AC006340) putative copia-like retrotransposon Hopscotch 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32599 

295212_1.R1040 

zsg701123250.hl 

BLASTX 

g4544407 

271 

3.0e-24 

73 
62 

(AC006955) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



32600 

295220_1.R1040 
zsg701123155.hl 



Seq. No. 
Contig ID 
5' -most EST 
Method 



32601 

295235_1.R1040 

uC-gmrominsoy320d06bl 

BLASTX 



4959 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3549626 
166 

1.0e-ll 

108 
41 

(AJ009696) wall-associated kinase 1 



[Arabidopsis thaliana] 



32602 

295278JL.R1040 

zsg701123256.hl 

BLASTX 

g2583120 

153 

1.0e-09 

170 
15 

(AC002387) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



32603 

295335_1.R1040 
asn701140185.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32604 

295367JL.R1040 
zsg701123470.hl 

32605 

295386_1.R1040 
zsg701123392.hl 

32606 

295405JL.R1040 
zsg701123417.hl 

32607 

295413JL.R1040 

jC-gmst02400039a!2al 

BLASTX 

g3107903 

257 

5.0e-22 

65 

69 

(D83719) polycomb-like protein 



[Daucus carota] 



32608 

295471JL.R1040 

uC-gmropic021b08bl 

BLASTX 

g3980384 

259 

3.0e-22 

124 

42 

(AC004561) hypothetical protein [Arabidopsis thaliana] 



4960 



oeq. ino* 


JiOU j 


Contig ID 


295614 1.R1040 


S'-most EST 


zsg701123679.hl 






Pont - irr T H 


99^641 i ri n 4 n 


o most Hjo i 
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Oil 


r^nf ■! rt t n 
v^oiitxy jljj 
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RLASTX 

ijuno J. a 


NCBI GI 


al055162 


BLAST score 


194 


E value 


8.0e-15 


Match length 


130 


% identity 


38 


NCBI Description 


(U40029) coded for by 



C. elegans cDNA ykl6bl.3; coded for 
by C. elegans cDNA yk8g6.5; coded for by C. elegans cDNA 
yk8g6.3; coded for by C. elegans cDNA yk6d3.5; coded for by 
C. elegans cDNA yk6d3.3; coded for by C. elegans cDNA 
yk7el2.5; co 



Seq. No. 
Contig ID 
5' -most EST 



32612 

295725_1.R1040 
zsg701123841.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



32613 

295776_1.R1040 
zsg701123912.hl 

32614 

295821_1.R1040 

asn701142424.hl 

BLASTX 

g4191786 

225 

2.0e-18 

52 

87 

(AC005917) unknown protein [Arabidopsis thaliana] 
32615 

295846_1.R1040 
zsg701124006.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
S'-most EST 
Method 
NCBI GI 
BLAST score 
E value 



32616 

295873JL.R1040 
zsg701124036.hl 

32617 

295891_1.R1040 

jC-gmle01810044a06al 

BLASTX 

g4263778 

342 

4.0e-32 
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CI 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



92 

(AC006068) putative serine carboxypeptidase II [Arabidopsis 
thaliana] 

32618 

295909_1.R1040 
zsg701124081.hl 

32619 

295913_1.R1040 
uC-gmflminsoy044c03bl 

32620 

295978_1.R1040 
jC-gmro02800028f06al 

32621 

296187_1.R1040 
g5606708 

32622 

296282JL.R1040 
jC-gmst02400074g01al 

32623 

296308_1.R1040 
zsg701124740.hl 

32624 

296345_1.R1040 

uC-gmropicl04e02bl 

BLASTX 

gl553133 

234 

3.0e-19 

161 

19 

(U64722) actin-fragmin kinase [Physarum polycephalum] 
32625 

296424_1.R1040 

zsg701127390.hl 

BLASTX 

g2194117 

301 

1.0e-27 

99 

60 

(AC002062) Strong similarity to Arabidopsis receptor 
protein kinase PR5K (gb_ATU48698 ) . [Arabidopsis thaliana] 

32626 

296435_1.R1040 
g4307200 
BLASTX 
g!171429 



4962 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



477 

6.0e-48 

147 

47 

(U44028) CKC [Arabidopsis thaliana] 
32627 

296489JL.R1040 
zsg701125024.hl 

32628 

296554JL.R1040 
uC-gmropic096g05bl 

32629 

296671_1.R1040 

zsg701125390.hl 

BLASTX 

g2213600 

213 

5.0e-17 

117 

43 

(AC000348) T7N9.20 [Arabidopsis thaliana] 
32630 

296679_1.R1040 
g4397218 

32631 

296872_1.R1040 

uC-gmflminsoyl00b07bl 

BLASTX 

g3892709 

235 

1.0e-19 

114 

53 

(AL033545) putative protein [Arabidopsis thaliana] 
32632 

296904_1.R1040 

jC-gmfl02220143cl2al 

BLASTX 

g2811226 

497 

3.0e-50 

142 

69 

(AF042669) fimbrin 2 
(AF042671) fimbrin 2 



[Arabidopsis thaliana] >gi__2811232 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



32633 

296914_1.R1040 
asn701133289.hl 



Seq. No. 



32634 
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II 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



297000_1.R1040 
uC-gmf IminsoyO? 9g0 6bl 

32635 

297192JL.R1040 
jC-gmle01810030h05a2 

32636 

297261JL.R1040 
zsg701126236.hl 

32637 

297333_1.R1040 

uC-gmrominsoy2 5 6dl2bl 

BLASTX 

g4204302 

143 

7.0e-09 
41 
66 

(AC003027) 



Hypothetical protein [Arabidopsis thaliana] 



32638 

297447_1.R1040 
uC-gmropic012f02bl 

32639 

297574_1.R1040 

jC-gmfl02220051a08al 

BLASTX 

g4001805 

130 

8.0e-12 

122 

36 

(AF041476) BAF53a [Mus musculus] 
32640 

297593JL.R1040 

fC-gmro700561647wl 

BLASTX 

g4510406 

373 

2.0e-35 

110 

66 

(AC006587) putative protein kinase [Arabidopsis thaliana] 
32641 

297594JL.R1040 

jC-gmle01810090d01al 

BLASTX 

g3157943 

141 

1.0e-14 

98 

50 
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II 



NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC002131) Contains similarity to BAP 31 protein gb__X81816 
from Mus musculus. [Arabidopsis thaliana] 

32642 

297722_1.R1040 

zsg701127004.hl 

BLASTX 

g2341032 

305 

4.0e-28 

92 

65 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

32643 

297777J..R1040 
uC-gmropicllld05bl 

32644 

297877JL.R1040 
uC-gmrominsoy2 41e08bl 

32645 

297936_1.R1040 
zsg701127433.hl 

32646 

298080_1.R1040 

uC-gmflminsoy018e06bl 

BLASTX 

g3885342 

398 

1.0e-38 

105 

70 

(AC005623) putative DNA polymerase [Arabidopsis thaliana] 
32647 

298227JL.R1040 

uC-gmrominsoyl 9 9e07bl 

BLASTX 

gl663648 

300 

3.0e-27 

151 

46 

(U75321) chromaffin granule ATPase II homolog [Mus 
musculus] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



32648 

298291_1.R1040 
zsg701129887.hl 

32649 

298312_1.R1040 
uC-gmropicl01d09bl 



4965 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32650 

298361_1.R1040 
zsg701127922.hl 

32651 

298637_1.R1040 
uC-gmrominsoyll5b09bl 

32652 

298705JL.R1040 

zsg701128652.hl 

BLASTX 

g3176726 

361 

9.0e-35 

91 

75 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 

32653 

298721JL.R1040 

asn701134467.hl 

BLASTX 

g3080450 

185 

4.0e-14 

79 

49 

(AL022605) hypothetical protein [Arabidopsis thaliana] 
32654 

298826JL.R1040 

zsg701129278.hl 

BLASTN 

g35589 

272 

1.0e-151 

272 

100 

Human pancreatic polypeptide (PP) and icosapeptide precursor 
>gi__4506032_ref_NM_002722. 1_PPY_ Homo sapiens pancreatic 
polypeptide (PPY) mRNA 

32655 

298841_1.R1040 

zsg701129285.hl 

BLASTN 

gl77828 

293 

1.0e-164 

293 
100 

Human alpha-l-antitrypsin mRNA, complete cds 



Seq. No. 



32656 
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NCBI Description Human prealbumin mRNA, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 



32661 

298891_1.R1040 

zsg701129086.hl 

BLASTN 

g28589 

229 

1.0e-126 

252 

98 

Human messenger RNA for serum albumin (HSA) 



32662 

298896_1.R1040 
zsg701129017.hl 

32663 

298925_1.R1040 

zsg701129119.hl 

BLASTN 

gl490418 

272 

1.0e-152 

284 

33 

Human ubiquitin gene, complete cds 
32664 

298944_1.R1040 

zsg701129095.hl 

BLASTN 

g24444 

281 

1.0e-157 

285 

100 

Human mRNA for alphal-acid glycoprotein 



(orosomucoid) 



32665 

298950JL.R1040 

zsg701129107.hl 

BLASTN 

g288104 

298 

1.0e-167 

302 
100 

H. sapiens mRNA for 4-hydroxyphenylpyruvate dioxygenase 
>gi_4504476_ref_NM_002150.1_HPD__ Homo sapiens 
4-hydroxyphenylpyruvate dioxygenase (HPD) mRNA 

32666 

298958_1.R1040 
zsg701129116.hl 
BLASTN 
g34753 
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BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



276 

1.0e-154 

280 
100 

Human MRL3 mRNA for ribosomal protein L3 homologue ( MRL3 
mammalian ribosome L3 ) 

32667 

298963JL.R1040 
zsg701129122.hl 

32668 

298982_1.R1040 

zsg701129148.hl 

BLASTN 

g32429 

487 

0.0e+00 

503 

99 

Human mRNA FOR haptoglobin alpha IS 



(Hpa IS) 



32669 

299015_1.R1040 

zsg701129187.hl 

BLASTN 

g4503714 

300 

1.0e-168 

300 

100 

Homo sapiens fibrinogen, gamma polypeptide (FGG) mRNA 
32670 

299031_1.R1040 

zsg701129234.hl 

BLASTN 

g34312 

288 

1.0e-161 

296 

99 

Human mRNA for lactate dehydrogenase-A 



(LDH-A, EC 1.1.1*27) 



32671 

299058_1.R1040 

zsg701129264.hl 

BLASTN 

g452047 

189 

1.0e-102 

261 

93 

Homo sapiens HnRNP F protein mRNA, complete cds 
32672 

299172 1.R1040 
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NCBI Description 
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NCBI Description 


(AC005896) putative white protein [Arabidopsis 


Seq. No. 


32675 


Contig ID 


299233 1.R1040 


d -most EST 


uu— gmrimmsoyiiyauiDi 


Method 




NCBI GI 


g2979554 


BLAST score 


381 


E value 


I . ue-o / 


Matcn lengtn 


ilo 


% identity 


61 


NCBI Description 


(AC003680) CDC4 like protein [Arabidopsis thali 


Seq. No. 


32676 


uonng id 


zyyo4u i.kiu4u 


5 -most EST 


uC-gmilminsoyUzoDU4Dl 


Seq. No. 


JZD / / 


Contig ID 


Zyy4U4 1.R1U4U 


0 -IUOSl bbl 


uC— gmrominsoy!7 9bl2bl 


Method 


"DT 7V C TV 


NCBI GI 


g2827635 


BLAST score 


775 


E value 


1 . Ue-oZ 


Matcn length 


1 AA 

lyy 


% identity 


75 


NCBI Description 


(AL021636) predicted protein [Arabidopsis thali 


Seq. No. 




Lontig iu 


Z jj4 ZD l.x\lUf±U 


5 '-most EST 


uC-gmf IminsoyO 47 f 1 lbl 


Seq. No. 


32679 


Contig ID 


299453 1.R1040 


5' -most EST 


zsg701129776.hl 



4970 



• 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32680 

299497_1.R1040 
uC-gmf IminsoyO 0 8 eO 6b 1 

32681 

299503_1.R1040 
uC-gmflminsoy070c08bl 

32682 

299510_1.R1040 
jC-gmro02910059h07al 

32683 

299526_1.R1040 
g5509852 

32684 

299542JL.R1040 

g5606267 

BLASTX 

g2853087 

327 

3.0e-30 

95 

69 

(AL021768) putative protein [Arabidopsis thaliana] 
32685 

299573JL.R1040 

g5677178 

BLASTX 

g4204281 

203 

1.0e-15 

99 
38 

(AC004146) Hypothetical protein [Arabidopsis thaliana] 
32686 

299740JL.R1040 
zsg701130174.hl 

32687 

299806_1.R1040 
uC-gniromins oy 1 3 8 c 1 Ob 1 

32688 

299932_1.R1040 

asn701131393.hl 

BLASTX 

g3201541 

312 

1.0e-28 

128 

54 

(AJ005077) TCTR2 protein [Lycopersicon esculentum] 



4971 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 



32689 

299992J..R1040 

asn701130596.hl 

BLASTX 

g3005931 

187 

2.0e-14 

68 
53 

(AJ005016) ABC transporter [Homo sapiens] 
32690 

300357_1.R1040 
asn701133603.h2 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32691 

300814_1.R1040 

uC-gmrominsoy238bllbl 

BLASTX 

gl771381 

155 

2.0e-10 

81 

42 

(X95877) phosphoinositide-specif ic phospholipase C 
[Nicotiana rustica] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32692 

300869J..R1040 

jC-gmst02400071c02al 

BLASTX 

gl785851 

152 

8.0e-10 

83 
36 

(D50692) c-myc binding protein [Homo sapiens] 
>gi_2443310_dbj_BAA22408_ (AB007191) AMY-1 [Homo sapiens] 



Seq. No. 
Contig ID 
5' -most EST 



32693 

300980_1.R1040 
asn701132877.hl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32694 

301112_1.R1040 

uC-gmflminsoy022e04bl 

BLASTX 

gl703168 

219 

7.0e-18 

121 
44 

BETA-ADAPTIN 1 (PLASMA MEMBRANE ADAPTOR HA2/AP2 ADAPTIN 
BETA SUBUNIT) (CLATHRIN ASSEMBLY PROTEIN COMPLEX 2 BETA 

LARGE CHAIN) (AP105A) >gi_482950__pir B32105 

clathrin-associated protein complex 2, beta chain minor 



4972 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



component - rat >gi_203113 (M77245) beta'-chain clathrin 
associated protein complex AP-1 [Rattus norvegicus] 

32695 

301114_1.R1040 

asn701133063.hl 

BLASTX 

g542058 

161 

3.0e-ll 

52 

58 

HSR203J protein - common tobacco >gi__444002_emb_CAA54393_ 
(X77136) HSR203J [Nicotiana tabacum] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



32696 

301138_1.R1040 

jC-gmro02910017gl2al 

BLASTX 

g3242728 

321 

1.0e-29 

152 

44 

(AC003040) unknown protein [Arabidopsis thaliana] 
32697 

301157J..R1040 
uC-gmf IminsoyO 8 OcO 3b 1 

32698 

301243_1.R1040 

jC-gmro02910068b05al 

BLASTX 

g3860008 

361 

3.0e-34 

152 

47 

(AF091085) unknown [Homo sapiens] 
32699 

301343JL.R1040 
asn701133624.h2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32700 

301346_1.R1040 

asn701141925.hl 

BLASTX 

g2739168 

260 

1.0e-22 

119 

38 

(AF032386) aldose-l-epimerase-like protein [Nicotiana 
tabacum] 
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II 



Seq. No. 

Contig ID 
5' -most EST 



32701 

301475_1.R1040 
asn701134307.hl 



Seq, No. 




Contig ID 


301478 1.R1040 


5 '-most EST 


asn701133646.h2 


Method 


T3T 71 Q I'M 


NCBI GI 


g±o / j11?D 


BLAST score 


102 


E value 


3.0e-50 


Match length 




% identity 


o o 


NCBI Description 


Pisum sativum (clone PsRCI22-3) c 




complete cds 


Seq. No. 


oz / Uj 


Contig ID 


301559 1.R1040 


5 '-most EST 


asn701133893.hl 


Seq. No. 


j£ / U4 


Contig ID 


jUIjOI? 1 .1\1U^U 


5' -most EST 


asn7 0113408 0 . nl 


Seq. No. 


O O T A C 

32705 


Contig ID 


3ulo4y 1.K1U4U 


5 -most EbT 


=ien7ni 1 "hi 
ssn/uiijy jui.ni 


Seq. No. 


32706 


Contig ID 


301683_1.R1040 


5' -most EST 


j C— gmxiuz^zuu / /auoui 


Method 


-qt 7\ c ^ PV 


NCBI GI 


g3184282 


BLAST score 


296 


E value 


0 * ue— z / 


Match length 


/ u 


% identity 


76 


NCBI Description 


(AC004136) hypothetical protein 


Seq. No. 


32707 


Contig ID 


301bU/ 1.K1U4U 


5' -most EST 


uC-gmf lmmsoyO /5nU4Dl 


Seq. No. 


32708 


Contig ID 


301842 1.R1040 


5 -most EST 


asn / U-L1j4oj^ . nz 


beq. wo. 


32709 


Contig ID 


301863 1.R1040 


5 '-most EST 


asn701134657.h2 


Method 


BLASTX 


NCBI GI 


g2979562 


BLAST score 


339 


E value 


1.0e-31 


Match length 


124 


% identity 


56 


NCBI Description 


(AC003680) unknown protein [Arab 



4974 



>gi_338 6623 (AC004 665) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



32710 

302092JL.R1040 
asn701135586.hl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 



32711 

302099JL.R1040 
asn701135090.hl 

32712 

302312_1.R1040 

jC-gmle01810059c05al 

BLASTX 

g3335378 

459 

8.0e-46 
139 
69 

(AC003028) 
thaliana] 



Myb-related transcription activator [Arabidopsis 



32713 

302548_1.R1040 

jC-gmro02910074b09al 

BLASTX 

g2134102 

506 

3.0e-51 

193 

60 

kinesin-like protein 1 - African clawed frog 
>gi_562793_emb_CAA57539_ (X82012) kinesin-like protein 1 
[Xenopus laevis] 

32714 

302584_1.R1040 
jC-gmro02910012c04al 

32715 

302605JL.R1040 

asn701136918.hl 

BLASTX 

g2618698 

301 

1.0e-27 

91 

66 

(AC002510) unknown protein [Arabidopsis thaliana] 
32716 

302655JL.R1040 
uC-gmrominsoy074bl2bl 

32717 

302702 1.R1040 



4975 



II 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



uC-gmrominsoy099h04bl 

BLASTN 

g938299 

130 

8.0e-67 

311 
85 

V.ungiculata mRNA for unknown protein (A3 gene) 
32718 

302746_1.R1040 

asn701136609.hl 

BLASTX 

g2245065 

232 

1.0e-19 

64 
23 

(Z97342) hypothetical protein [Arabidopsis thaliana] 
32719 

302890JL.R1040 
g5126428 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



32720 

302893_1.R1040 
jC-gmro02910010h07al 

32721 

302931_1.R1040 

jC-gmle01810035a08a2 

BLASTX 

g2529707 

276 

3.0e-32 

158 

48 

(AF001434) Hpast [Homo sapiens] 
32722 

302992_1.R1040 
asn701136856.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32723 

303018JL.R1040 
asn701136911.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32724 

303157_1.R1040 

uC-gmropic!10e02bl 

BLASTX 

gl363484 

251 

1.0e-21 

64 

75 

IAA13 protein - Arabidopsis thaliana >gi_972929 (U18415) 



4976 



# 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



IAA13 [Arabidopsis thaliana] >gi_2459414 (AC002332) auxin 
inducible protein, IAA13 [Arabidopsis thaliana] 

32725 

303183JL.R1040 

asn701137293.hl 

BLASTX 

gl480014 

151 

4.0e-10 

36 

89 

(D78493) putative delta subunit of ATP synthase [Brassica 
rapa] 

32726 

303196_1.R1040 

g4298152 

BLASTX 

g3176709 

259 

2.0e-22 

130 

41 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 

32727 

303210__1.R1040 
jC-gmfl02220086dl2al 

32728 

303300JL.R1040 

uC-gmrominsoy028c03bl 

BLASTX 

gll4974 

382 

8.0e-37 

110 

66 

NON-CYANOGENIC BE T A- GLUCO S I DAS E PRECURSOR 

>gi_67491_pir GLJY31 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE361) - white clover 
>gi_21955_emb_CAA40058.1_ (X56734) beta-glucosidase 
[Trifolium repens] 

32729 

303343 JL.R1040 

jC-gmro02 910023d09al 

BLASTX 

g2289003 

143 

1.0e-08 

46 

63 

(AC002335) membrane transporter Dl isolog [Arabidopsis 



4977 



o 



thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



32730 

303579JL.R1040 
uC-gmropic024c03bl 

32731 

303593_1.R1040 

jC-gmle01810091d08al 

BLASTX 

g3252806 

305 

9.0e-28 

139 

45 

(AC004705) hypothetical protein [Arabidopsis thaliana] 
32732 

303869JL.R1040 
jC-gmro02910016b06dl 

32733 

304041_1.R1040 
jC-gmf!02220067al2al 

32734 

304136_1.R1040 

uC-gmropic024d05bl 

BLASTX 

g4263718 

670 

1.0e-70 

154 

80 

(AC006223) putative DNA topoisomerase III beta [Arabidopsis 
thaliana] 

32735 

304179_1.R1040 

jC-gmro02910001c02al 

BLASTX 

g4512665 

181 

3.0e-13 

53 
64 

{AC006931) unknown protein [Arabidopsis thaliana] 
>gi_4544472_gb_AAD22379. 1_AC006580_11 (AC006580) unknown 
protein [Arabidopsis thaliana] 

32736 

304211_1.R1040 
jC-gmst02400025f08al 

32737 

304306_1.R1040 
g4396105 
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Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



32738 

304410_1.R1040 
uC-gmrominsoy229f 12bl 

32739 

304594_1.R1040 

jC-gmle01810066hllal 

BLASTX 

gl40496 

157 

2.0e-10 

132 
32 

HYPOTHETICAL 42.5 KD PROTEIN IN TSM1-ARE1 INTERGENIC REGION 

>gi_83226_pir S19457 probable membrane protein YCR044c - 

yeast (Saccharomyces cerevisiae) >gi_1907186_emb_CAA42292_ 
(X59720) YCR044c, len:357 [Saccharomyces cerevisiae] 

32740 

304629JL.R1040 

asn701139693.hl 

BLASTX 

gl929998 

306 

1.0e-27 

145 
41 

(U77463) NADPH-dependent HC-toxin reductase [Hordeum 
vulgar e] 

32741 

304693JL.R1040 
jC-gmle01810064g04dl 

32742 

304803_1.R1040 
asn701140503.hl 



Seq. No. 
Contig ID 
5' -most EST 



32743 

304927JL.R1040 
asn701140133.hl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



32744 

304937_1.R1040 

uC-gmflminsoyl20c02bl 

BLASTX 

g4220524 

272 

3.0e-24 

92 

61 

(AL035356) putative protein [Arabidopsis thaliana] 
32745 

305124_1.R1040 
asn701140533.hl 
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o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4262167 

509 

1.0e-51 

116 

83 

(AC005275) putative LRR receptor-linked protein kinase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



32746 

305156JL.R1040 
asn701140683.hl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32747 

305323_1.R1040 

jC-gmro02910006c08al 

BLASTN 

g347454 

80 

6.0e-37 

237 
40 

Soybean hydroxyproline-rich glycoprotein (sbHRGP2) 
end 



mRNA, 3 1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32748 

305661_1.R1040 

asn701141506.hl 

BLASTX 

g4416307 

308 

4.0e-28 

104 

53 

(AF105716) hypothetical protein [Zea mays] 
32749 

305791_1.R1040 

g4397239 

BLASTN 

gl69348 

50 

4.0e-19 

212 

86 

P. vulgaris hydroxyproline-rich glycoprotein (HRGP) mRNA, 3 1 
end 



Seq. No. 
Contig ID 
5 '-most EST 



32750 

305867_1.R1040 
asn701141850.hl 



Seq. No. 
Contig ID 
5 '-most EST 



32751 

305957_1.R1040 
g4396382 



Seq. No. 



32752 
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# 

Contig ID 306078JL.R1040 

5 T -most EST jC-gmst02400076b03dl 

Method BLASTX 

NCBI GI g2262159 

BLAST score 155 

E value 3.0e-10 

Match length 4 6 

% identity 65 

NCBI Description (AC002329) predicted protein similar to S.pombe protein 
C5H10.03 [Arabidopsis thaliana] 

Seq. No. 32753 

Contig ID 306142_1 .R1040 

5 '-most EST jC-gmst02400049glldl 

Method BLASTX 

NCBI GI g3493367 

BLAST score 156 

E value 3.0e-10 

Match length 44 

% identity 70 

NCBI Description (AB017159) citrate synthase [Daucus carota] 

Seq. No. 32754 

Contig ID 306384_1.R1040 

5' -most EST uC-gmrominsoy053h02bl 

Method BLASTX 

NCBI GI g4263722 

BLAST score 364 

E value 8.0e-35 

Match length 126 

% identity 56 

NCBI Description (AC006223) putative glucan synthase [Arabidopsis thaliana] 

Seq. No. 32755 

Contig ID 306544JL . R1040 

5' -most EST asn701142952 . h2 

Method BLASTX 

NCBI GI gll76529 

BLAST score 327 

E value 3*0e-30 

Match length 138 

% identity 41 

NCBI Description HYPOTHETICAL 100.9 KD PROTEIN C34E10.3 IN CHROMOSOME III 
>gi_50072 6 (U10402) C34E10.3 gene product [Caenorhabditis 
elegans] 

Seq. No. 32756 

Contig ID 306582_1 . R1040 

5' -most EST g4313715 

Method BLASTX 

NCBI GI g3861153 

BLAST score 311 

E value 2.0e-28 

Match length 111 

% identity 54 

NCBI Description (AJ235272) CYANELLE SOS RIBOSOMAL PROTEIN L20 (rplT) 
[Rickettsia prowazekii] 
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Seq. No. 


32757 


Contig ID 


306594 1.R1040 


3 — ItlOSu bbl 


aSn/UlliJiD / .111 


Seq. No. 


/ JO 


Contig ID 


ilJDOO^ 1.R1U4U 


rr i —-.— —j- TT 1 C r P 

5 -most EST 


uu — gmropicu xonizoi 


Seq. No. 


/ o y 


Contig ID 


jUD / Uj l.is.XVJf±U 


5 -most EST 


uo— gmrommsoyi / jeuoci 


Method 


BLASTX 


NCBI GI 


g4103635 


BLAST score 


999 
zzz 


E value 


3 . ue— 10 


Match length 


112 


% identity 


38 


NCBI Description 


/ TVTrn 9 C\ R "3 R ^ — r*o cnrin q 
(fir Ui O JOO ; riDri. .LcIo^Jvjilo 


Seq. No. 


JZ / DU 


Contig ID 


oUOoZo 1.K1U4U 


5' -most EST 


n rrrr\ -F TO OOOO0^O^09H1 

30— gmriuzzzuu Duauzai 


Seq. No. 


iz /ol 


Contig ID 


QOCQOT 1 "Di O A O 


5 '-most EST 


j C-gmr lUzzz Quo Uau Jal 


Method 


T5T HQ TV 


NCBI GI 


g417576 


BLAST score 


144 


E value 


5.0e-09 


Match length 


71 


% identity 


45 


NCBI Description 


60S RIBOSOMAL PROTEIN 



.6A >gi_322960_pir S28944 

ribosomal protein L6.e.A, cytosolic - yeast (Sac char omyces 
cerevisiae) >gi_218509_dbj_BAA01077_ (D10225) ribosomal 
protein YL16 [Saccharomyces cerevisiae] 

>gi_914877_emb_CAA86505_ (Z46373) YL16a gene, len: 176, 
CAI: 0.64, R16A_YEAST Q02326 60S ribosomal protein YL16A 
[Saccharomyces cerevisiae] 



Seq. No. 
Contig ID 
5 T -most EST 



32762 

306837_1.R1040 
jC-gmfl02220050a!0dl 



Seq. No. 
Contig ID 
5' -most EST 



32763 

306839_1.R1040 
jC-gmfl02220050al2al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



32764 

306841JL.R1040 

jC-gmfl02220050b01dl 

BLASTX 

g2341032 

263 

8.0e-23 

93 



4982 



% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(AC000104) EST gb_ATTS0956 comes from this gene. 
[Arabidopsis thaliana] 

32765 

306850JL.R1040 
jC-gmfl02220050b07al 

32766 

306873JL.R1040 

jC-gmle01810092g03dl 

BLASTX 

g3152583 

229 

6.0e-19 

90 
54 

(AC00298 6) Contains similarity to inhibitor of apoptosis 
protein gb_U45881 from D. melanogaster . [Arabidopsis 
thaliana] 

32767 

306888_1.R1040 

jC-gmle01810050c02dl 

BLASTN 

g2351071 

40 

5.0e-13 

116 

84 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MVA3, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



32768 

306910_1.R1040 
jC-gmfl02220050e04dl 

32769 

306923_1.R1040 
jC-gmle01810036e03dl 

32770 

306925_1.R1040 
jC-gmst02400065el0dl 

32771 

306932JL.R1040 
jC-gmfl02220050f05dl 

32772 

306944JL.R1040 

jC-gmfl02220050flldl 

BLASTN 

g2924257 

379 

0.0e+00 
483 



4983 



# 



% identity 47 

NCBI Description Tobacco chloroplast genome DNA 

Seq. No. 32773 

Contig ID 3Q6951JL.R1040 

5' -most EST jC-gmle01810050f 02dl 

32774 

306972J..R1040 
jC-gmfl02220050h03al 
BLASTX 
g3668077 
125 

3.0e-09 
67 
55 

(AC004667) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 32775 

Contig ID 306975 J.. R1040 

5 '-most EST jC-gmle01810050h04dl 

Method BLASTX 

NCBI GI g2447013 

BLAST score 167 

E value 1.0e-ll 

Match length 63 

% identity 52 

NCBI Description (D37949) defective FIFO-ATPase alpha subunit precursor 
[Saccharomyces cerevisiae] 

Seq. No. 32776 

Contig ID 307016_1 .R1040 

5' -most EST jC-gmle01810051b05dl 

Method BLASTX 

NCBI GI g3033392 

BLAST score 283 

E value 3.0e-25 

Match length 85 

% identity 65 t 

NCBI Description (AC004238) putative translation initiation factor 
EIF-2B-epsilon subunit [Arabidopsis thaliana] 

Seq. No. 32777 

Contig ID 307024_1 .R1040 

5' -most EST jC-gmf 102220051bl0dl 

Method BLASTN 

NCBI GI g3319365 

BLAST score 77 

E value 5*0e-35 

Match length 193 

% identity 88 

NCBI Description Arabidopsis thaliana BAC T24M8 

Seq. No. 32778 

Contig ID 307035_1.R1040 

5' -most EST jC-gmle01810051c06dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4984 



oeq. in o • 






307047 1 R1040 


J UlUO U XjO X 


jC-gmfl02220051d01dl 


Method 


DT 7VQrpV 
nJ_iR.b X A 


NCBI GI 


g3047125 


BLAST score 


174 


E V9.1u© 


2 . Oe-12 


LYiatcn xengun 


3ft 


% identity 


76 


NCBI Description 


(AF058919) No definition line found [Arabidopsis thaliana 


oeg. 1NO • 


32780 


Contig ID 


307063 1.R1040 


5 '-most EST 


jC-gmle01810051e!2dl 


beg* wo. 


397ft 1 




307078 1 R1040 


o -most ttoi 


-i r-rrml ^01 81 0067b08H1 


oeg. lno. 


397ft9 




307091 1 R1040 


R'-mnst F.ST 


jC-gmfl02220051f 04dl 


lyiei-noci 


RT.ASTX 


NCBI GI 


g4512682 


BLAST score 


306 


C tt 1 n d 

Hi VqIUc 


a 0e-28 


Maticn xengrn 


71 


% identity 


82 


NCBI Description 


(AC006931) unknown protein [Arabidopsis thaliana] 


beg. wo. 


397ft 3 


Contig ID 


307097 1.R1040 


5' -most EST 


jC-gmle01810051f07dl 


beg. jno • 


32784 


Lonuig J.JJ 


3071 IS 1 R1 040 


o —most. jDbi 


rrml ^01 ft 1 0 0S1 rr07dl 


beg. lno. 


397ft S 


contig iu 


3071 9 1 R1040 

JU / l^O X. ivX U1U 




nP— rrmfl mi n^ovOl 4e07bl 


Method 


rSJLiHb 1 A 


NCBI GI 


g2244816 


BLAST score 


753 


Jj Value 




TijT —j 4— /—« Vi ~\ j-v-yi / * 1 V*i 

lYiaXCii lenytu 


*± o 


^ laentiry 


97 


NCBI Description 


^ 7Q7"5"5^^ KTrr^-l-'hei-l- -i r^a 1 nrn1*Pi n f Z\r*3b"i Hnin^ 1 *=! thaliana! 
^iij/O^DJ nypOL.ilc tltd J. piULclll L rtJ.cix>>xu.U£^oxo unaxxanaj 


Seg. No. 




Lonuig iu 


3H71 9 Q 1 Rl 040 


^'--rnn^t F.ST 


jC-gmf 10222 0051h03al 


Method 


BLASTX 


NCBI GI 


gl652745 


BLAST score 


184 


E value 


3.0e-13 


Match length 


156 



4985 



€1 



% identity 32 t 

NCBI Description (D90908) hypothetical protein [Synechocystxs sp.] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



32787 

307143JL.R1040 
jC-gmflO2220051hl2al 

32788 

307153_1.R1040 

jC-gmfl02220052a07al 

BLASTX 

g2317910 

405 

2.0e-45 

152 

60 

(U89959) CER1 protein [Arabidopsis thaliana] 
32789 

307154_1.R1040 
jC-gmle01810052a07dl 

32790 

307159JL.R1040 
jC-gmfl02220052al0dl 

32791 

307219_1.R1040 

jC-gmle01810073f06dl 

BLASTX 

g3336894 

207 

2.0e-16 

85 
55 

(AJ225049) Hsp20.2 protein [Lycopersicon peruvianum] 
32792 

307247_1.R1040 
jC-gmfl02220052g01dl 

32793 

307271JL.R1040 
jC-gmfl02220052h04al 

32794 

307273JL.R1040 
jC-gmle01810052h05dl 

32795 

307275_1.R1040 
jC-gmfl02220052h06dl 

32796 

307282JL.R1040 
jC-gmfl02220052hllal 



4986 



# 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



Seq. No. 
Contig ID 



32797 

307288_1.R1040 
jC-gmfl02220053a02dl 

32798 

307327JL.R1040 

jC-gmfl02220053c03al 

BLASTX 

gl903357 

496 

4.0e-50 

140 

63 

(AC000104) Strong similarity to Arabidopsis 2A6 
(gb_X83096) . [Arabidopsis thaliana] 

32799 

307357JL.R1040 
jC-gmfl02220053e01al 

32800 

307358JL.R1040 
jC-gmle01810053e01dl 

32801 

307361_1.R1040 

g5126430 

BLASTX 

g3063691 

329 

3.0e-43 

107 

80 

(AL022537) putative protein [Arabidopsis thaliana] 
32802 

307361_2.R1040 
jC-gmle01810053e03al 

32803 

307363_1.R1040 
jC-gmfl02220053e04dl 

32804 

307380_1.R1040 
jC-gmle01810053a07dl 

32805 

307383_1.R1040 
jC-gmle01810053bl0dl 

32806 

307387_1.R1040 
jC-gmfl02220053f07dl 

32807 

307397 1.R1040 



4987 



5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



jC-gmle01810053b07dl 
32808 

307419JL.R1040 
jC-gmfl02220053h04dl 

32809 

307422JL.R1040 
uC-gmflminsoy002d08bl 

32810 

307434_1.R1040 

uC-gmr omins oy 1 0 Ob 1 Obi 

BLASTX 

g4262239 

444 

7.0e-44 

145 

63 

(AC006200) putative membrane 
thaliana] 

32811 

307434_2.R1040 
jC-gmle01810002f05dl 

32812 

307453_1.R1040 
jC-gmfl02220054b03dl 

32813 

307485JL. R1040 
jC-gmfl02220054d04al 

32814 

307521_1.R1040 
jC-gmfl02220054f03dl 

32815 

307527JL.R1040 
jC-gmle01810047gl2dl 

32816 

307529JL.R1040 
jC-gmle01810080h02dl 

32817 

307561_1.R1040 
jC-gmle01810054h07dl 

32818 

307611J-. R1040 
jC-gmle01810055cllal 

32819 

307641_1.R1040 
jC-gmfl02220055elldl 




transporter [Arabidopsis 



4988 



€1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32820 

307675_1.R1040 
jC-gmle01810055h01dl 

32821 

307704_1.R1040 
jC-gmfl02220056a07dl 

32822 

307722_1.R1040 
jC-gmfl02220056b09al 

32823 

307725JL.R1040 
jC-gmle01810056blldl 

32824 

307756JL.R1040 
jC-gmst02400040blldl 

32825 

307770JL.R1040 
uC-gmropic029bllbl 

32826 

307781_1.R1040 
jC-gmfl02220056f02dl 

32827 

307801_1.R1040 
jC-gmle01810057g05dl 

32828 

307803JL.R1040 
jC-gmfl02220057b02dl 

32829 

307824_1.R1040 
g5677492 

32830 

307825_1.R1040 

jC-gmle01810056hl2dl 

BLASTX 

g!483218 

275 

3.0e-24 

73 

70 

(X99793) induced upon wounding stress 
thaliana] 



[Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 



32831 

307833JL.R1040 
jC-gmle01810057a06dl 



4989 



€1 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



32832 

307882JL.R1040 
jC-gmro02910033f!2dl 

32833 

307890_1.R1040 

uC-gmflminsoy055h09bl 

BLASTX 

g2648588 

294 

2.0e-26 

156 

41 

(AE000968) Glu-tRNA amidotransf erase, subumt A (gatA-1) 
[Archaeoglobus fulgidus] 

32834 

307909_1.R1040 
jC-gmle01810057f06dl 

32835 

307936_1.R1040 
jC-gmfl02220057h06dl 

32836 

307971JL.R1040 
jC-gmro02910036f01dl 

32837 

307995_1.R1040 
jC-gmf!02220058gl0al 

32838 

307997_1.R1040 
jC-gmst02400046h02dl 

32839 

307997_2.R1040 
jC-gmfl02220101g05dl 

32840 

308004_1.R1040 
jC-gmfl02220059b01dl 

32841 

308017_1.R1040 

uC-gmrominsoy212al0bl 

BLASTX 

g2894560 

563 

7.0e-58 

187 

65 

(AL021890) putative protein [Arabidopsis thaliana] 
32842 

308039 1.R1040 



4990 



5 , -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmflO2220080a03dl 

BLASTX 

g3335372 

216 

3.0e-17 
65 
65 

(AC003028) 



putative SRG1 protein [Arabidopsis thaliana] 



32843 

308044JL.R1040 

uC-gmf lminsoy 0 4 9b0 6bl 

BLASTX 

g4467146 

761 

2.0e-84 
203 
70 

(AL035540) 
thaliana] 



galactosidase like protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 



32844 

308046JL.R1040 

jC-gmfl02220060el2al 

BLASTX 

g3152614 

258 

5.0e-22 

163 

45 

(AC004 4 82) unknown protein [Arabidopsis thaliana] 
32845 

308057__1.R1040 

j C-gmst 024 0004 4e05dl 

32846 

308067_1.R1040 
g5688407 

32847 

308070JL.R1040 

jC-gmf 1022200 60hl2al 

BLASTX 

g3420057 

653 

2.0e-68 

197 

31 

(AC004680) putative ABC transporter [Arabidopsis thaliana] 
32848 

308176_1.R1040 
jC-gmfl02220061f03al 

32849 

308235 1.R1040 



4991 



5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 ! -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



g5605735 
32850 

308252JL.R1040 
jC-gmfl02220062b04al 

32851 

308273_1.R1040 
jC-gmro02910047g01dl 

32852 

308292_1.R1040 

jC-gmfl02220127g02al 

BLASTX 

g2864613 

142 

1.0e-08 

103 

33 

(AL021811) S-receptor kinase -like protein [Arabidopsis 
thaliana] >gi_404 9333_emb_CAA22558_ (AL034567) S-receptor 
kinase-like protein [Arabidopsis thaliana] 

32853 

308325_1.R1040 
jC-gmfl02220062h03dl 

32854 

308368JL.R1040 
jC-gmfl02220063blldl 

32855 

308385JL.R1040 
fC-gmle70055532 9d3 

32856 

308427JL.R1040 
jC-gmfl02220063e08dl 

32857 

308476JL.R1040 

uC-gmronoir068e09bl 

BLASTX 

g3287695 

293 

2.0e-26 

100 

56 

(AC003979) Similar to hypothetical protein C34B7.2 
gb_1729503 from C. elegans cosmid gb_Z83220. [Arabidopsis 
thaliana] 

32858 

308543_1.R1040 

jC-gmst02400063f06dl 

BLASTX 

g419760 



4992 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

2.0e-22 

70 

47 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 

32859 

308567_1.R1040 
jC-gmfl02220065c03dl 

32860 

308581_1.R1040 
jC-gmfl02220065cl2dl 

32861 

308638_1.R1040 
jC-gmfl02220137a08al 

32862 

308687_1.R1040 

jC-gmfl02220067e06al 

BLASTX 

g2244831 

246 

8.0e-21 

129 

47 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
32863 

308730_1.R1040 
g5753626 

32864 

308779_1.R1040 
jC-gmfl02220068d06dl 

32865 

308848_1.R1040 

jC-gmro02910047h07dl 

BLASTX 

gl708971 

215 

3.0e-17 

60 

60 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 

( HYDROXYNI TRI LE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi_421871_pir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 

(R) -(+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 
serotina] >gi__109077 6_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 



4993 



# 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32866 

308893JL.R1040 

jC-gmf!02220069c07al 

BLASTX 

g4006915 

203 

1.0e-15 

121 
38 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
32867 

308914JL.R1040 

jC-gmfl02220139b01dl 

BLASTX 

g2979548 

328 

2.0e-30 

119 

49 

(AC003680) putative 7-ethoxycoumarin O-deethylase 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



32868 

308930_1.R1040 
jC-gmle01810078e09dl 

32869 

308935_1.R1040 
jC-gmle01810035a04dl 

32870 

308949JL.R1040 
uC-gmr opi c0 6 6e0 6b 1 

32871 

308953_1.R1040 

jC-gmst02400011f01al 

BLASTX 

g3941543 

256 

5.0e-22 

69 

70 

(AF069497) pelota [Arabidopsis thaliana] 
>gi_4469016_emb_CAB38277_ (AL035602) pelota 
[Arabidopsis thaliana] 

32872 

308972_1.R1040 
jC-gmfl02220069h08al 

32873 

309054_1.R1040 

jC-gmfl02220070f01dl 

BLASTX 

g4454464 



(PEL1) 



4994 



o 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 



384 

5.0e-37 

91 

81 

(AC006234) unknown protein [Arabidopsis thaliana] 
32874 

309063_1.R1040 
jC-gmfl02220070f06al 

32875 

309095_1.R1040 

jC-gmfl02220070h05dl 

32876 

309118JL.R1040 
jC-gmf!02220071al0al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



32877 

309121_1.R1040 
jC-gmst02400025alldl 

32878 

309133_1.R1040 
jC-gmfl02220071b06al 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32879 

309159JL.R1040 
g4299702 

32880 

309164JL.R1040 

jC-gmfl02220071d02al 

BLASTX 

g2262100 

749 

1.0e-79 

192 
72 

(AC002343) unknown protein [Arabidopsis thaliana] 
32881 

309174_1.R1040 

uC-gmf IminsoyO 7 lhl lb2 

BLASTX 

g3445204 

344 

3.0e-32 

86 

79 

(AC004786) putative GTP-binding protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



3288 2 

309176J..R1040 
jC-gmfl02220071d07al 



4995 



# 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 
Method 
NCBI GI 
BLAST score 



32883 

309190JL.R1040 
jC-gmfl02220071e07dl 

32884 

309194_1.R1040 
jC-gmle01810093f02dl 

32885 

309202_1.R1040 
jC-gmst02400031b02dl 

32886 

309222JL.R1040 

jC-gmfl02220071g06dl 

BLASTN 

g3413321 

42 

2.0e-14 

102 

85 

M.sativa PG3 gene 
32887 

309225_1.R1040 
jC-gmfl02220071g08al 

32888 

309252_1.R1040 
jC-gmfl02220071hllal 

32889 

309298_1.R1040 
jC-gmfl02220072d01dl 

32890 

309304_1.R1040 
jC-gmfl02220072c08al 

32891 

309308_1.R1040 
jC-gmfl02220092gl2dl 

32892 

309331_1.R1040 
jC-gmfl02220072e02dl 

32893 

309335JL.R1040 
jC-gmfl02220072e04dl 

32894 

309351_1.R1040 

jC-gmfl02220072f06al 

BLASTX 

g3281861 

195 



4996 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



6.0e-15 

90 

46 

(AL031004) 



putative protein [Arabidopsis thaliana] 



32895 

309375JL.R1040 
jC-gmfl02220081h01al 

32896 

309389_1.R1040 
jC-gmfl02220072hl2al 

32897 

309401_1.R1040 
jC-gmfl02220073cl0al 

32898 

309420_1.R1040 
jC-gmfl02220073b08al 

32899 

309447JL.R1040 
jC-gmfl02220073d01dl 

32900 

309452JL.R1040 
jC-gmfl02220073d04al 
BLASTX 
g2244890 
221 

6.0e-18 

119 
38 

(Z97338) unnamed protein product 
32901 

309455_1.R1040 
jC-gmfl02220073d07dl 

32902 

309458_1.R1040 

jC-gmfl02220073f05al 

BLASTX 

g3152592 

190 

6.0e-15 

52 
75 

(AC002986) Contains similarity to 8A-2V protein gb_Y10496 
from Mus musculus. [Arabidopsis thaliana] 

32903 

309473_1.R1040 
g4300421 



[Arabidopsis thaliana] 



Seq. No. 



32904 



4997 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 



309476_1.R1040 

j C-gmf 102220073el2dl 

32905 

309541JL.R1040 
jC-gmfl02220075a07dl 

32906 

309602_1.R1040 
jC-gmst02400001d!0dl 

32907 

309621JL.R1040 
jC-gmro02910050blldl 

32908 

309638_1.R1040 

jC-gmfl02220075hl0dl 

BLASTX 

gl655536 

176 

1.0e-12 

39 

79 

(Y09095) chloride channel [Arabidopsis thaliana] 
>gi_1742957_emb_CAA96059_ (Z71447) CLC-c chloride channel 
protein [Arabidopsis thaliana] 

32909 

309662_1.R1040 
jC-gmfl02220077b01dl 

32910 

309678JL.R1040 

jC-gmfl02220076d05al 

BLASTX 

g2618701 

394 

5.0e-38 

150 

60 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
32911 

309706__1.R1040 
jC-gmle01810072a06dl 

32912 

309731JL.R1040 
jC-gmfl02220077a07dl 

32913 

309743JL.R1040 

j C-gmf 102220078g09al 

32914 

309773 1.R1040 



4998 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02910075a06dl 

BLASTN 

gl68214 

107 

8.0e-53 

290 

85 

Hevea brasiliensis 3-hydroxy-3-methylglutaryl-coenzyme A 
reductase (hmgr3) mRNA, complete cds 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32915 

309786_1.R1040 

jC-gmfl02220077d05al 

BLASTX 

g4314356 

299 

7.0e-27 

144 

43 

(AC006340) putative anthocyanidin-3-glucoside 
rhamnosyltransferase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



32916 

309805_1.R1040 
jC-gmfl02220077f05al 



Seq. No. 
Contig ID 
5' -most EST 



32917 

309806_1.R1040 
jC-gmfl02220077e06dl 



Seq. No. 
Contig ID 
5 '-most EST 



32918 

309826JL.R1040 
jC-gmfl02220077f08dl 



Seq. No. 
Contig ID 
5' -most EST 



32919 

309849_1.R1040 
jC-gmfl02220077h01al 



Seq. No. 
Contig ID 
5' -most EST 



32920 

309902_1.R1040 
uC-gmrominsoy260bllbl 



Seq. No. 
Contig ID 
5' -most EST 



32921 

309959_1.R1040 
jC-gmfl02220079b01dl 



Seq. No. 
Contig ID 
5" -most EST 



32922 

309969_1.R1040 
jC-gmfl02220080h02dl 



Seq. No. 
Contig ID 
5' -most EST 



32923 

310019JL.R1040 
g5175497 



Seq. No. 
Contig ID 
5 '-most EST 



32924 

310076JL.R1040 
jC-gmst02400017f07dl 



4999 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

gl497987 

142 

1.0e-08 

82 
33 

(U62798) 



SCARECROW [Arabidopsis thaliana] 



32925 

310101_1.R1040 
jC-gmst02400060a07dl 

32926 

310110_1.R1040 
jC-gmfl02220080b01al 

32927 

310178_1.R1040 
jC-gmfl02220080f07dl 

32928 

310181_1.R1040 
jC-gmfl02220080f09dl 

32929 

310202JL.R1040 
jC-gmst02400018e07dl 

32930 

310351_1.R1040 
jC-gmfl02220082b07dl 

32931 

310364_1.R1040 

g4260248 

BLASTX 

g4218120 

209 

2.0e-16 

53 
70 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 

32932 

310399_1.R1040 
jC-gmfl02220083b01dl 

32933 

310406_1.R1040 
jC-gmfl02220083allal 

32934 

310418_1.R1040 
jC-gmfl02220083d!2al 



Seq. No. 



32935 



5000 



fl 



Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



310446_1.R1040 
jC-gmfl02220094al2al 

32936 

310447_1.R1040 

jC-gmfl02220083e02al 

BLASTX 

g2702268 

588 

6.0e-61 

163 

64 

(AC003033) putative cellulase [Arabidopsis thaliana] 
32937 

310451_1.R1040 
jC-gmfl02220083hl0al 

32938 

310452JL.R1040 
jC-gmfl02220083f08al 

32939 

310465__4.R1040 
jC-gmfl02220099f03al 

32940 

310479_1.R1040 
jC-gmfl02220083g08al 

32941 

310505JL.R1040 
jC-gmfl02220083hl2dl 

32942 

310511JL.R1040 
jC-gmfl02220101flldl 

32943 

310554_1.R1040 
jC-gmfl02220084e02dl 

32944 

310579_1.R1040 
jC-gmf!02220084h09dl 

32945 

310587JL. R1040 
jC-gmfl02220112d07dl 

32946 

310593JL. R1040 

jC-gmst02400020h09al 

BLASTX 

g3201611 

270 

2.0e-23 



V 



5001 



9 



Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



96 
61 

(AC004669) 



unknown protein [Arabidopsis thaliana] 



32947 

310603_1.R1040 

jC-gmst02400031al2dl 

BLASTX 

g3287857 

379 

3.0e-36 

105 

69 

3-HYDROXYBUTYRYL-COA DEHYDROGENASE ( BETA-HYDROXYBUTYRYL-COA 
DEHYDROGENASE) (BHBD) >gi_1209052 (U32229) HbdA 
[Bradyrhizobium japonicum] 

32948 

310605JL.R1040 

jC-gmfl02220115blldl 

BLASTX 

gl345132 

186 

7.0e-14 

55 

69 

(U47029) ERECTA [Arabidopsis thaliana] 

>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 

32949 

310623_1.R1040 
jC-gmfl02220085c01al 

32950 

310640_1.R1040 
jC-gmle01810088e01al 

32951 

310654_1.R1040 
jC-gmfl02220085f04dl 

32952 

310665JL.R1040 
jC-gmfl02220085h03dl 

32953 

310684_1.R1040 

jC-gmfl02220090b!0dl 

BLASTX 

g2529663 

195 

7.0e-15 

66 
53 

(AC002535) putative lysophospholipase [Arabidopsis 



5002 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 



thaliana] >gi_3738277 (AC005309) putative lysophospholipas 
[Arabidopsis thaliana] 

32954 

310685_1.R1040 
jC-gmfl02220085hl0al 

32955 

310702JL.R1040 

jOgmfl02220088b06al 

BLASTX 

g2618686 

406 

1.0e-39 

136 
54 

(AC002510) hypothetical protein [Arabidopsis thaliana] 
32956 

310717J..R1040 
jC-gmfl02220086f09al 

32957 

310727_1.R1040 
jC-gmfl02220086b08dl 

32958 

310737JL.R1040 
jC-gmro02910019e03dl 

32959 

310772_1.R1040 

jC-gmfl02220086dl0dl 

BLASTX 

g4512664 

290 

4.0e-26 

64 

84 

(AC006931) putative ribose phosphate pyrophosphokinase 
[Arabidopsis thaliana] 

>gi_4544471_gb_AAD22378.1_AC006580_10 (AC006580) putative 
ribose phosphate pyrophosphokinase [Arabidopsis thaliana] 

32960 

310805_1.R1040 
jC-gmle01810028flOdl 

32961 

310890_1.R1040 
jC-gmle01810049e02dl 

32962 

310906JL.R1040 
jC-gmfl02220089b05dl 



Seq. No. 



32963 



5003 



Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 



310921JLR1040 

jC-gmfl02220089c03al 

BLASTX 

g731400 

159 

1.0e-10 

171 

6 

VACUOLAR PROTEIN 8 >gi_1077594_pir S50446 hypothetical 

protein YEL013w - yeast (Saccharomyces cerevisiae) 
>gi_602380 (U18530) Yel013wp [Saccharomyces cerevisiae] 

32964 

310922_1.R1040 
jC-gmf 10222008 9c03dl 



Seq. No. 
Contig ID 
5 T -most EST 



32965 

310970J..R1040 
jC-gmfl02220089el2al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 '-most EST 

Seq* No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



32966 

310999_1.R1040 

jC-gmst02400003a01dl 

BLASTX 

g4063751 

154 

4.0e-10 

58 

50 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409__gb_AAD214 95.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

32967 

311016_1.R1040 
jC-gmfl02220112hl2dl 

32968 

311042_1.R1040 

jC-gmle01810073el2dl 

BLASTN 

gl707656 

43 

7.0e-15 

206 

91 

P. sativum mRNA for DnaJ-like protein 
32969 

311050_1.R1040 
jC-gmfl02220090e07al 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



32970 

311053_1.R1040 

jC-gmfl02220090d07dl 

BLASTX 

g4455250 



5004 



9 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5* -most EST 
Method 
NCBI GI 
BLAST score 
E value 



206 

3.0e-16 

61 
64 

(AL035523) 



putative protein [Arabidopsis thaliana] 



32971 

311086_1.R1040 

jC-gmfl02220091g03al 

BLASTX 

g4371280 

211 

8.0e-17 

48 
88 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
32972 

311095J..R1040 
jC-gmfl02220090d04dl 

32973 

311120_1.R1040 
jC-gmfl02220090e09dl 

32974 

311139_1.R1040 
jC-gmfl02220090f08dl 

32975 

311162_1.R1040 
jC-gmfl02220090g09dl 

32976 

311208_1.R1040 
jC-gmfl02220091b09al 

32977 

311256JL.R1040 

jC-gmfl02220091e09al 

BLASTX 

g3176709 

457 

1.0e-45 

150 
57 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 

32978 

311269JL.R1040 

jC-gmro02800042d06dl 

BLASTX 

g3355471 

180 

5.0e-13 



5005 



Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



44 
68 

(AC004218] 
thaliana] 



putative lysophospholipase [Arabidopsis 



32979 

311330_2.R1040 
jC-gmst02400008h07dl 

32980 

311347_1.R1040 

jC-gmf!02220092d03dl 

BLASTN 

gl044867 

43 

8.0e-15 

47 

98 

Glycine max mRNA for cinnamic acid 4-hydroxylase 



32981 

311372_1.R1040 

jC-gmfl02220092f05dl 

BLASTX 

g4538965 

172 

1.0e-12 

69 

54 

(AL049488) hypothetical protein 



(CYP73) 



[Arabidopsis thaliana] 



32982 

311377_1.R1040 

jC-gmfl02220092fl2al 

BLASTX 

g4530126 

604 

1.0e-62 

210 

57 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 

32983 

311380_1.R1040 

jC-gmfl02220092g02dl 

BLASTX 

g4101626 

402 

8.0e-39 

89 

79 

(AF005096) 
communis] 



desaturase/cytochrome b5 protein [Ricinus 



Seq. No. 
Contig ID 



32984 

311396 1.R1040 



5006 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



jC-gmfl02220092h06dl 

BLASTX 

g3004564 

175 

2.0e-12 

67 
54 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



32985 

311418JL.R1040 
jC-gmf!02220093b03dl 



Seq. No. 
Contig ID 
5' -most EST 



32986 

311508JL.R1040 
jC-gmfl02220094f!2dl 



Seq. No. 
Contig ID 
5 '-most EST 



32987 

311510_1-R1040 
jC-gmfl02220096d02al 



Seq. No. 
Contig ID 
5 '-most EST 



32988 

311524J..R1040 
jC-gmfl02220094d01dl 



Seq. No. 
Contig ID 
5 '-most EST 



32989 

311527JL.R1040 
jC-gmf!02220094bl0dl 



Seq. No. 
Contig ID 
5 '-most EST 



32990 

311559JL.R1040 
jC-gmfl02220094f01dl 



Seq. No. 
Contig ID 
5' -most EST 



32991 

311577_1.R1040 
jC-gmfl02220094e08dl 



Seq. No. 
Contig ID 
5' -most EST 



32992 

311625_1.R1040 
jC-gmfl02220094h07dl 



Seq. No. 
Contig ID 
5 '-most EST 



32993 

311659_1.R1040 
jC-gmfl02220096c07al 



Seq. No. 
Contig ID 
5' -most EST 



32994 

311670_1.R1040 
jC-gmst02400068e03dl 



Seq. No. 
Contig ID 
5' -most EST 



32995 

311698_1.R1040 
jC-gmro02800043f09al 



Seq. No. 
Contig ID 
5' -most EST 



32996 

311717JL.R1040 
uC-gmroininsoy201h09bl 



5007 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



32997 

311792_1.R1040 

jC-gmfl02220133hl0al 

BLASTX 

g3341978 

171 

5.0e-12 

100 

43 

(AF044603) cytokinin oxidase [Zea mays] 
32998 

311805_1.R1040 

jC-gmfl02220139al0dl 

BLASTX 

g4314378 

147 

3.0e-09 

43 
58 

(AC006232) putative lipase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



32999 

311821J..R1040 
jC-gmfl02220099e04al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33000 

311834JL.R1040 

g5676970 

BLASTX 

g2664212 

462 

5.0e-46 

134 
65 

(AJ222645) asparaginyl-tRNA synthetase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



33001 

311844_1.R1040 
jC-gmle01810090gl2dl 

33002 

311856J..R1040 
jC-gmfl02220099a06al 

33003 

311859JL.R1040 
g5753537 

33004 

311869JL.R1040 
jC-gmf!02220099e01al 

33005 

311879 1.R1040 



5008 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmfl02220099b01dl 

BLASTX 

g3152577 

432 

1.0e-42 
149 
61 

(AC002986) 
gb_D21138 



Contains similarity to Kinesin-like protein C 
from A. thaliana. [Arabidopsis thaliana] 



33006 

311880_1.R1040 
jC-gmf!02220099c07al 

33007 

311895_1.R1040 

jC-gmfl02220099d06dl 

BLASTX 

g4038030 

448 

2.0e-44 
167 
23 

(AC005936) 
thaliana] 



putative protein kinase, 5 T partial [Arabidopsis 



33008 

311928JL.R1040 
jC-gmfl02220099e06al 

33009 

311937_1.R1040 
jC-gmfl02220099f04dl 

33010 

311945_1.R1040 

jC-gmro02800024e03dl 

BLASTX 

g3434969 

150 

2.0e-09 

57 

56 

(AB008104) ethylene responsive element binding factor 2 
[Arabidopsis thaliana] 

33011 

311953_1.R1040 

jC-gmro02800042g05dl 

BLASTX 

g4539006 

382 

9.0e-37 

90 
80 

(AL049481) putative protein [Arabidopsis thaliana] 



5009 



II 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



33012 

311979_1.R1040 
jC-gmfl02220100c04al 

33013 

312053JL.R1040 
jC-gmst02400045hl2dl 

33014 

312068_1.R1040 
jC-gmfl02220101d05dl 

33015 

312076JL.R1040 
jC-gmfl02220101d09dl 

33016 

312087_1.R1040 

jC-gmfl02220101e05al 

BLASTX 

gll43445 

404 

1.0e-39 

114 

68 

(X887 97) cinnamyl alcohol dehydrogenase [Eucalyptus gunnii] 
33017 

312156_1.R1040 

jC-gmfl02220102b01al 

BLASTX 

g2894600 

259 

3.0e-22 

82 
57 

(AL021889) putative protein [Arabidopsis thaliana] 
33018 

312187JL.R1040 

jC-gmle01810031b04dl 

BLASTX 

g2924784 

482 

4.0e-48 

173 

51 

(AC002334) similar to jasmonate inducible protein 
[Arabidopsis thaliana] 

33019 

312263JL.R1040 
jC-gmfl02220103f07dl 

33020 

312285_1.R1040 
jC-gmfl02220103c03al 



5010 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33021 

312296JL 

g4260293 

BLASTX 

g2245020 

185 

1.0e-13 

132 

39 

(Z97341) 



R1040 



growth regulator homolog [Arabidopsis thaliana] 



33022 

312331_1.R1040 

uC-gmrominsoy315f 02bl 

BLASTX 

g3882273 

260 

3.0e-22 

175 

33 

(AB018319) KIAA0776 protein [Homo sapiens] 
33023 

312354JL.R1040 

jC-gmfl02220103fl2dl 

BLASTN 

g3021356 

80 

6.0e-37 
108 

Cyamopsis tetragonoloba mRNA for UDP-galactose 4-ep-Lmerase, 
clone GEPI48 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



33024 

312358_1.R1040 
uC-gmrominsoy308h09bl 

33025 

312391_1.R1040 
jC-gmro02910068a04dl 

33026 

312439_1.R1040 
jC-gmfl02220104cl2al 

33027 

312446_1.R1040 
jC-gmst02400004a04dl 

33028 

312463JL.R1040 

jC-gmfl02220113hlldl 

BLASTN 

g861154 

106 



5011 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 



2.0e-52 

214 

87 

V.faba VFCWINV1 mRNA for cell wall invertase I 
33029 

312497JL.R1040 
jC-gmst02400053dl0al 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33030 

312513_1.R1040 
jC-gmle01810061b01dl 

33031 

312519JL.R1040 
jC-gmst02400056f08dl 

33032 

312549_1.R1040 

jC-gmfl02220106b09al 

BLASTX 

g4559356 

218 

2.0e-17 

183 

8 

(AC006585) hypothetical protein [Arabidopsis thaliana] 
33033 

312555JL.R1040 
jC-gmfl02220106c01al 

33034 

312673J..R1040 
jC-gmfl02220108dl0al 

33035 

312755J..R1040 
jC-gmfl02220112d06dl 

33036 

312763_1.R1040 
jC-gmfl02220112e07dl 

33037 

312771JL.R1040 

g5057800 

BLASTX 

g2129929 

376 

7.0e-36 

174 

44 

DNA-directed RNA polymerase (EC 2.7.7.6) II chain RPB2 - 
tomato >gi_1049068 (U28403) RNA polymerase II subunit 2 
[Solanum lycopersicum] 



5012 



II 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33038 

312788_1.R1040 

jC-gmfl02220143gl0dl 

BLASTX 

g2244732 

201 

2.0e-15 

40 

82 

(D88413) endo-xyloglucan transferase [Gossypium hirsutum] 
33039 

312822_1.R1040 

jC-gmfl02220113c06dl 

BLASTX 

g2506139 

335 

2.0e-31 

86 

71 

COATOMER DELTA SUBUNIT (DELTA- COAT PROTEIN) (DELTA-COP) 
(ARCHAIN) >gi_131404 9_emb_CAA91901_ (Z67962) 
archain/delta-COP [Oryza sativa] 



Seq. No. 
Contig ID 
5' -most EST 



33040 

312860JL.R1040 
jC-gmle01810000c08dl 



Seq. No. 
Contig ID 
5' -most EST 



33041 

312876_1.R1040 
jC-gmfl02220113h08dl 



Seq. No. 

Contig ID 
5 '-most EST 



33042 

312882_1.R1040 
jC-gmfl02220114a02al 



Seq. No. 
Contig ID 
5 1 -most EST 



33043 

312928JL.R1040 
jC-gmfl02220114c09al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33044 

312970JL.R1040 

jC-gmfl02220114f02al 

BLASTX 

g3785994 

331 

1.0e-30 

122 
53 

(AC005499) hypothetical protein [Arabidopsxs thaliana] 



Seq. No. 
Contig ID 
5" -most EST 
Method 
NCBI GI 
BLAST score 



33045 

313033JL.R1040 

jC-gmle01810063gl2al 

BLASTX 

g4519258 

154 



5013 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



5.0e-10 

168 
29 

(AB017914) L-zip+NBS-t-LRR [Oryza sativa] 
33046 

313182_1.R1040 

jC-gmfl02220125dllal 

BLASTX 

g2832692 

196 

6.0e-15 

129 
36 

(AL021713) putative protein [Arabidopsis thaliana] 
33047 

313183_1.R1040 

jC-gmfl02220135e!2dl 

BLASTX 

g2760326 

165 

3.0e-ll 

83 
42 

(AC002130) F1N21.11 [Arabidopsis thaliana] 
33048 

313189_2.R1040 
jC-gmst02400037h07d2 

33049 

313211_1.R1040 
uC-gmrominsoy286d02bl 

33050 

313232JL.R1040 
jC-gmfl02220125f05dl 

33051 

313262_1.R1040 

jC-gmro02910031f01al 

BLASTX 

g4263795 

195 

9.0e-15 

69 

72 

(AC006068) putative glucosyltransf erase [Arabidopsis 
thaliana] 

33052 

313266J..R1040 

jC-gmfl02220125h04dl 

BLASTX 

g2959781 

274 



5014 




E value 


A O A 

4 . ue— Z 4 


Match length 


ID 


% identity 


75 


NCBI Description 


(AJ223508) Zwille protein [Arabidopsis thaliana] 


Seq. No. 


o o a c o 

3305 J 


Contig ID 


qi toti i Din/in 
JloZ/1 1.K1U4U 


S'-most EST 


j u— gmriuzzz uizonuoai 


Seq. No. 


O 13 A C A 

33054 


Contig ID 


olJzby 1.K1U4U 


D -IUOS L tiOl 


-i p — rrm-PT 099901 "31 a 09^1 


Method 


DT 7\ OTV 


NCBI GI 


g3249110 


BLAST score 


430 


E value 


z . ue-4z 


Match length 


ICO 

153 


% identity 


58 


NCBI Description 


(AC003114) T12M4.6 [Arabidopsis thaliana] 


Seq. No. 


O O A C C 

33055 


Contig ID 


313341 1.R1040 


5' -most EST 


jC-gmle01810002a07dl 


Seq. No. 


33056 


Contig ID 


313466 1.R1040 


5 T -most EST 


jC-gmle01810047bl0al 


Seq. No. 


33057 


Contig ID 


Q1 QyiCQ 1 T>1 Pi A f\ 

j1j4do 1.K1U4U 


5' -most EST 


jC-gmf 10222 Q128h09al 


Seq. No. 


O O A C O 

3305o 


Contig ID 


313520 1.R1U4U 


o -most bbi 


-iP— rrm-Fl 099901 ^OHO^al 


Method 


BLASTX 


NCBI GI 


g2467272 


BLAST score 


294 


E value 


2 . ue-zb 


Match length 


lo3 


% identity 


24 


NCBI Description 


(Z99759) hypothetical protein [Schizosaccharomyces 


Seq. No. 


Q *0 A C A 

33059 


Contig ID 


313560 1.R1040 


5 T -most EST 


jC-gmfl02220130f07dl 


Seq. No. 


33060 


Contig ID 


313626 1.R1040 


5 1 -most EST 


jC-gmf 102220131al0dl 


Seq. No. 


33061 


Contig ID 


313663 1.R1040 


5 '-most EST 


jC-gmfl02220131f01dl 


Method 


BLASTX 


NCBI GI 


g4530126 


BLAST score 


412 



5015 



E value 
Match length 
% identity 
NCBI Description 



4.0e-40 

140 

56 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(ure) mRNA, complete cds 



33062 

313667JL.R1040 
uC-gmrominsoyOOOlhlOal 

33063 

313704JL.R1040 
jC-gmfl02220132aa03dl 

33064 

313778_1.R1040 
jC-gmfl02220132ael0al 
BLASTN 
g!67227 
212 

1.0e-115 
460 
87 

Canavalia ensiformis urease 
33065 

313847_1.R1040 
jC-gmfl02220133f09al 

33066 

313851JL.R1040 

uC-gmropicl04dl0bl 

BLASTX 

gl773014 

670 

2.0e-70 

217 

62 

(Y10338) chloride channel Stclcl [Solanum tuberosum] 
33067 

313964_1.R1040 
jC-gmfl02220138a06dl 

33068 

313966_1.R1040 

jC-gmro02910008h03al 

BLASTX 

g4558550 

659 

3.0e-69 

156 
79 

(AC007138) putative protein transport factor [Arabidopsis 
thaliana] 



Seq. No. 



33069 



5016 



Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq, No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



314024_1.R1040 
jC-gmle01810048c01dl 

33070 

314102_1.R1040 
jC-gmfl02220139d01dl 

33071 

314128_1.R1040 
jC-gmfl02220139g07al 

33072 

314143JL.R1040 
jC-gmfl02220139h05dl 

33073 

314172_1.R1040 
jC-gmf!02220140c03dl 



Seq. No. 


33074 




Contig ID 


314180 1.R1040 




5 1 -most EST 


g5510346 




Method 


BLASTX 




NCBI GI 


g509810 




BLAST score 


145 




E value 


5.0e-09 




Match length 


38 




% identity 


71 


[Arabidopsis thaliana] 


NCBI Description 


(L08468) envelope Ca2+-ATPase 


Seq. No. 


33075 




Contig ID 


314242 1.R1040 




5' -most EST 


jC-gmfl02220141d01dl 




Method 


BLASTN 




NCBI GI 


g2104674 




BLAST score 


38 




E value 


5.0e-12 




Match length 


134 




% identity 


86 


factor containing bZIP 


NCBI Description 


V.faba mRNA for transcription 



Seq. No. 
Contig ID 
5' -most EST 



33076 

314259_1.R1040 
jC-gmfl02220141dlldl 



Seq. No. 

Contig ID 
5 T -most EST 



33077 

314362_1.R1040 
jC-gmfl02220142d05dl 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



33078 

314363_1.R1040 

jC-gmfl02220142c06al 

BLASTN 

g3641869 

133 

1.0e-68 

277 



5017 



II 



% identity 

NCBI Description 

Seq. No, 
Contig ID 
5' -most EST 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5.' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Cicer arietinum epicotyl EST, clone Canl33 
33079 

314365_1.R1040 
jC-gmfl02220142c07dl 

33080 

314394_1.R1040 
jC-gmf!02220142e04al 

33081 

314409_1.R1040 
jC-gmfl02220142f02al 

33082 

314467JL.R1040 
g5510140 

33083 

314477JL.R1040 
jC-gmfl02220143b08al 

33084 

314488_1.R1040 
jC-gmfl02220143c03dl 

33085 

314518JL.R1040 
jC-gmfl02220143dl2al 

33086 

314546JL.R1040 

jC-gmfl02220143f06al 

BLASTX 

g2147484 

359 

6.0e-34 
93 
84 

homeotic protein 
homeobox protein 



- Phalaenopsis sp >gi_1173622 (U34743) 
[Phalaenopsis sp. 'hybrid SM9108'] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33087 

314584_1.R1040 

jC-gmst02400055el0dl 

BLASTX 

g2811226 

339 

1.0e-31 

94 

72 

(AF042669) fimbrin 2 
(AF042671) fimbrin 2 



[Arabidopsis thaliana] 
[Arabidopsis thaliana] 



>gi_2811232 



Seq. No. 
Contig ID 



33088 

314665 1.R1040 



5018 



5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0 

jC-gmf!02220144glOal 
33089 

314716_1.R1040 
jC-gmfl02220145e07al 

33090 

314729_1.R1040 
jC-gmfl02220145g05al 

33091 

314822_1.R1040 
uC-gmflminsoy010h04bl 

33092 

314831J..R1040 

jC-gmf 10222014 6h06al 

BLASTX 

gl351945 

230 

5.0e-19 

69 

68 

FLORAL HOMEOTIC PROTEIN APETALA2 >gi_533709 (U12546) 
APETALA2 protein [Arabidopsis thaliana] 
>gi_24 64888_emb_CAB167 65_ (Z99707) APETALA2 protein 
[Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33093 

314910_1.R1040 

jC-gmle01810016b08al 

BLASTX 

g556853 

189 

4.0e-14 

154 

34 

(Z37996) incomplete orf, len: 
cerevisiae] 



744, CAI: 0.14 [Saccharomyces 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



33094 

314911_1.R1040 
jC-gmle01810016b07dl 

33095 

314912_1.R1040 

jC-gmle01810016bl0al 

BLASTX 

g4531442 

277 

2.0e-24 

162 

43 

(AC006224) hypothetical protein [Arabidopsis thaliana] 
33096 

314913 1.R1040 



5019 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
■ 5 1 -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



jC-gmle01810016a09dl 
33097 

314932_1.R1040 
jC-gmle01810016d01al 

33098 

314938JL.R1040 

jC-gmro02910052e01al 

BLASTN 

g310560 

57 

6.0e-23 

57 

100 

Soybean ascorbate peroxidase mRNA, complete cds 
33099 

314979JL.R1040 

jC-gmle01810000f04al 

BLASTX 

^33,872 

180 

4.0e-13 

125 

31 

30S RIBOSOMAL PROTEIN SI, CHLOROPLAST PRECURSOR (CS1) 

>gi_282838_pir S26494 ribosomal protein SI, chloroplast - 

spinach >gi_322404_pir A44121 small subunit ribosomal 

protein CS1, CS-S2 - spinach >gi_18060_emb_CAA46927_ 
(X66135) ribosomal protein SI [Spinacia oleracea] 
>gi_170143 (M82923) chloroplast ribosomal protein SI 
[Spinacia oleracea] 

33100 

314985JL.R1040 

jC-gmle01810000f08al 

BLASTX 

gl477565 

191 

2.0e-14 

143 
7 

(U50078) p532 [Homo sapiens] 

>gi_4557026_ref_NP_003913.1_pHERCl_ hect (homologous to the 
E6-AP (UBE3A) carboxyl terminus) domain and RCC1 
(CHCl)-like domain (RLD) 

33101 

314987_1.R1040 

jC-gmle01810065b03al 

BLASTN 

g402243 

184 

7.0e-99 

455 
85 



5020 



NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Neurospora crassa 740R23 1A ubiquitin/ribosomal protein 
S27a fusion protein (ubi/crp-6) mRNA, complete cds 

33102 

314990JL.R1040 

jC-gmle01810016fl2al 

BLASTX 

gll68347 

235 

1.0e-19 

94 

53 

ALCOHOL DEHYDROGENASE (ADH-T) 
alcohol dehydrogenase (EC 1.1 

stearothermophilus >gi_216230_dbj_BAA14411__ (D90421 
alcohol dehydrogenase [Bacillus stearothermophilus] 



>gi_282375_pir A42654 

1.1), thermostable - Baci 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



33103 

315019_1.R1040 

jC-gmle01810000hl2al 

BLASTX 

g!723472 

141 

1.0e-08 

75 

44 

HYPOTHETICAL 25.9 KD PROTEIN C6C3.07 IN CHROMOSOME I 
>gi_1204247_emb_CAA93620__ (Z69731) unknown 
[Schizosaccharomyces pombe] 

33104 

315024JL.R1040 

jC-gmle01810001a05al 

BLASTX 

g3461817 

318 

2.0e-29 

141 

46 

(AC004138) unknown protein [Arabidopsis thaliana] 
33105 

315026_1.R1040 

jC-gmle01810091cllal 

BLASTX 

g4335745 

303 

2.0e-27 

134 

46 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

33106 

315033_1.R1040 
jC-gmle01810017h02d2 
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II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl813489 

154 

4.0e-10 

70 

50 

(U64312) 



amidase [Bacillus firmus] 



33107 

315060JL.R1040 
jC-gmle01810001clldl 

33108 

315071_1.R1040 
jC-gmle01810001dl0al 

33109 

315072_1.R1040 
jC-gmle01810048cllal 

33110 

315081JL.R1040 
jC-gmle01810001e09dl 

33111 

315083_1.R1040 
jC-gmst02400004clldl 

33112 

315086_1.R1040 

jC-gmle01810017clla2 

BLASTX 

g4006910 

196 

6.0e-15 

72 

54 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 


33113 


Contig ID 


315087 1.R1040 


5 T -most EST 


jC-gmle01810001f03al 


Seq. No. 


33114 


Contig ID 


315098 1.R1040 


5' -most EST 


jC-gmle01810001g01al 


Seq. No. 


33115 


Contig ID 


315099 1.R1040 


5' -most EST 


jC-gmle01810001h01al 


Seq. No. 


33116 


Contig ID 


315123 1.R1040 


5 '-most EST 


jC-gmle01810001hlOdl 


Seq. No. 


33117 


Contig ID 


315174_1.R1040 



5022 



5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810018clla2 

BLASTX 

g2275204 

240 

8.0e-20 
53 
79 

(AC002337) 
thaliana] 



DNA binding protein isolog [Arabidopsis 



33118 

315191_1.R1040 
jC-gmle01810041hl2dl 

33119 

315221JL.R1040 
fC-gmro700763905d4 

33120 

315245J..R1040 
jC-gmle01810002h07al 

33121 

315252JL.R1040 

jC-gmle01810008f04dl 

BLASTX 

g4510389 

618 

3.0e~64 
172 
70 

(AC007017) 
thaliana] 



putative solute carrier protein [Arabidopsis 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



33122 

315259_1.R1040 
jC-gmle01810019g05a2 

33123 

315277_1.R1040 

jC-gmle01810083f02dl 

BLASTX 

g3822403 

409 

5.0e-40 

106 

70 

(AF087932) hydroperoxide lyase [Arabidopsis thaliana] 
33124 

315278_1.R1040 
uC-gmropic014b08bl 

33125 

315293_1.R1040 
jC-gmle01810019gl2a2 
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Seq. No. 


JJ 1Z D 


Contig ID 


•31 coqi 1 Dl fiyin 


r | "COT 1 

o -most Hjoi 


J u UilllcU loivuu Jilv Ja± 


Method 




NCBI GI 


g3063473 


BLAST score 


345 


E value 


z . ue-oz 


Match length 


97 


% identity 


/ Z 


NCBI Description 




Seq. No. 


oolz / 


Contig ID 


-51 COI Q 1 nl A/I A 


o -most fcjbi 


-if— /-mil &m fti nnnd^nftHi 


Method 






y 1 j ji^ j*! 


BLAST score 


194 


E value 


8.0e-15 


Match length 


61 


% identity 


59 


NCBI Description 


HYPOTHETICAL 161.2 KD 



REGION >gi_1078403_pir S57160 sulfite reductase homolog 

YJR137c - yeast (Saccharomyces cerevisiae) 
>gi_1015876_emb_CAA89669_ (Z49637) ORF YJR137c 
[Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33128 

315315_1.R1040 

jC-gmle0181OO04al0al 

BLASTX 

g3426037 

256 

3.0e-37 
169 
35 

(AC005168) 
thaliana] 



putative ABC transporter protein [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33129 

315317_1.R1040 

jC-gmle01810004alldl 

BLASTX 

gl931652 

677 

4.0e-71 

226 
63 

(U95973) phosphatidylinositol-4-phosphate 5-kinase isolog 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



33130 

315354_1.R1040 
jC-gmle01810004c09dl 

33131 

315383_1.R1040 
jC-gmle01810094b07dl 



5024 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
. E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



BLASTX 

gl399380 

368 

3.0e-35 

93 

69 

(U43683) 



S-adenosyl-L-methionine : delta24-sterol-C- 



methyltransf erase [Glycine max] 
33132 

315395_1.R1040 
jC-gmle01810004f06dl 

33133 

315467_1.R1040 
jC-gmle01810005b05dl 

33134 

315509_1.R1040 
jC-gmle01810005d07dl 

33135 

315547JL.R1040 
jC-gmle01810005f08dl 



33136 

315604JL. 

g4397395 

BLASTX 

gl621461 

547 

6.0e-56 

224 

50 

(U73103) 



R1040 



laccase [Liriodendron tulipifera] 



33137 

315608_1. R1040 
g5677524 

33138 

315630J..R1040 
jC-gmle01810006blldl 

33139 

315651_1.R1040 

jC-gmle01810062dlldl 

BLASTX 

g2864618 

156 

2.0e-10 

44 
61 

(AL021811) putative protein 
33140 

315658 1.R1040 



[Arabidopsis thaliana] 



5025 



5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



jC-gmle01810006d04al 
33141 

315670JL.R1040 
jC-gmle01810006dlldl 

33142 

315704_1.R1040 

jC-gmro02910006b01al 

BLASTX 

g4092534 

317 

6.0e-29 

221 

35 

(AF097830) suppressor of forked protein; Su(f) protein 
[Drosophila virilis] 

33143 

315743_1.R1040 
jC-gmle01810007a04al 

33144 

315749JL.R1040 

jC-gmle01810007f05al 

BLASTX 

gl084643 

347 

1.0e-32 

98 

62 

STE23 protein - yeast (Saccharomyces cerevisiae) >gi_625109 
(U19729) Ste23p [Saccharomyces cerevisiae] 

33145 

315765JL.R1040 

jC-gmle01810007c04al 

BLASTX 

g3738306 

605 

7.0e-63 

166 

63 

(AC005309) unknown protein [Arabidopsis thaliana] 
33146 

315822_1.R1040 
jC-gmle01810007h!2dl 

33147 

315834_1.R1040 
jC-gmle01810008b02dl 

33148 

315836JL.R1040 
jC-gmle01810027b04dl 



5026 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 ■-most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 



33149 

315911_1.R1040 
jC-gmle01810009f03al 

33150 

315948_1.R1040 
uC-gmflminsoy070h04bl 

33151 

315949_1.R1040 

jC-gmle01810009c08dl 

BLASTX 

g3335367 

256 

4.0e-22 

59 

69 

(AC003028) unknown protein [Arabidopsis thaliana] 
33152 

315965_1.R1040 
jC-gmle01810009d06dl 

33153 

316063_2.R1040 
jC-gmle01810092dlldl 

33154 

316063_3.R1040 
jC-gmle01810045f08dl 

33155 

316074_1.R1040 
jC-gmle01810010fl0dl 

33156 

316076_1.R1040 
jC-gmle01810010c09al 

33157 

316194_1.R1040 

jC-gmle01810011c07al 

BLASTX 

g3123100 

197 

5.0e-15 

65 

58 

HYPOTHETICAL 15.9 KD PROTEIN C4A8.02C IN CHROMOSOME I 
>gi_4490640_emb_CAB11472.1_ (Z987 62) SPAC4A8.02c, unknown, 
len:142aa, similar eg. to YJBQ _ECOLI, P32698, hypothetical 
15.7 kd protein, (138aa), fast a scores, opt:403, E(): 
2.4e-32, (41.0% identity in 134 aa overlap) 
[Schizosaccharomyces pombe] 

33158 

316212 1.R1040 
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5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -mo st EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 

jC-gmle01810011d06al 
33159 

316221_1.R1040 
jC-gmst0240004 9c09al 

33160 

316282_1.R1040 

g4260071 

BLASTX 

g3297815 

187 

4.0e-17 

72 

65 

(AL031032) putative protein [Arabidopsis thaliana] 
33161 

316305JL.R1040 
jC-gmle01810012a07dl 

33162 

316313JL.R1040 
jC-gmst02400031c03al 

33163 

316313_2.R1040 
jC-gmle01810012b02al 

33164 

316313_3.R1040 
uC-gmflminsoy019h04bl 

33165 

316350_1.R1040 

jC-gmle01810012d05al 

BLASTX 

g2924521 

269 

3.0e-23 

134 

45 

(AL022023) putative protein [Arabidopsis thaliana] 
33166 

316422JL.R1040 

fC-gmst700839356dl 

BLASTX 

g3256035 

470 

1.0e-46 

199 
47 

(Y14274) putative serine/threonine protein kinase [Sorghum 
bicolor] 



Seq. No. 



33167 
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Contig ID 
5 '"-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '"-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 

identity 
NCBI Description 



316489_1.R1040 
jC-gmle01810026fl0dl 

33168 

316517_1.R1040 
g4303947 

33169 

316537JL.R1040 

jC-gmle01810014flldl 

BLASTX 

g2289786 

189 

5.0e-14 

82 
45 

(D88153) HYA22 [Homo sapiens] 
33170 

316631JL.R1040 
jC-gmle01810036g02dl 

33171 

316754_1.R1040 
jC-gmle01810048g09al 

33172 

316847JL.R1040 
jC-gmle01810017h04a2 

33173 

317053_1.R1040 
jC-gmle01810042h07dl 

33174 

317065_1.R1040 
jC-gmle01810020bl0al 

33175 

317070_1.R1040 
jC-gmle01810020bl2dl 

33176 

317076_1.R1040 
jC-gmle01810020c06al 

33177 

317092JL.R1040 

jC-gmle01810020g06dl 

BLASTX 

g3608147 

159 

1.0e-10 

79 
43 

(AC005314) putative chloroplast 31 kDa ribonucleoprote 
precursor [Arabidopsis thaliana] 
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o 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33178 

317141J..R1040 

jC-gmst02400060a05dl 

BLASTX 

g2947062 

208 

2.0e-16 

79 

54 

(AC002521) unknown protein [Arabidopsis thaliana] 
33179 

317164_1.R1040 

uC-gmrominsoyl86g02bl 

BLASTX 

g2191175 

189 

5.0e-14 

123 

37 

(AF007270) A_IG002P16.24 gene product [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33180 

317164_2.R1040 

jC-gmle01810020gl2dl 

BLASTX 

g2335096 

147 

5.0e-09 

129 

36 

(AC002339) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



33181 

317227JL.R1040 
uC-gmropic056d09bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33182 

317248JL.R1040 
jC-gmle01810021cl2dl 

33183 

317251_1.R1040 
jC-gmle01810021d02dl 

33184 

317274_1.R1040 

jC-gmle01810021e07dl 

BLASTX 

g2213586 

177 

1.0e-12 

73 

49 

(AC000348) T7N9.6 [Arabidopsis thaliana] 



5030 



o 



Seq. No. 


33185 


Contig ID 


317285 1.R1040 


5 '-most EST 


jC-gmle01810073a09dl 


Method 


BLASTX 


NCBI GI 


g3894197 


BLAST score 


303 


E value 


1.0e-27 


Match length 


64 


% identity 


84 


NCBI Description 


(AC005662) hypothetical prot< 


Seq. No. 


33186 


Contig ID 


317316 1.R1040 


5 '-most EST 


jC-gmle01810091eO9dl 


Seq. No. 


33187 


Contig ID 


317348 1.R1040 


5' -most EST 


jC-gmro02910001a02dl 


Seq. No. 


33188 


Contig ID 


317350 1.R1040 


5' -most EST 


jC-gmle01810022b07al 


Seq. No. 


33189 


Contig ID 


317379 1.R1040 


5 ' -most EST 


g5687996 


Method 


BLASTN 


NCBI GI 


g4115370 


BLAST score 


41 


E value 


1.0e-13 


Match length 


89 


% identity 


87 


NCBI Description 


Arabidopsis thaliana chromos 




sequence, complete sequence 


Seq. No. 


33190 


Contig ID 


317380 1.R1040 


5 '-most EST 


jC-gmle01810022c05al 


Seq. No. 


33191 


Contig ID 


317481 1.R1040 


5 '-most EST 


jC-gmle01810055b02al 


Method 


BLASTX 


NCBI GI 


g3355467 


BLAST score 


267 


E value 


4.0e-23 


Match length 


139 


% identity 


39 


NCBI Description 


(AC004218) hypothetical prot 


Seq. No. 


33192 


Contig ID 


317486 1.R1040 


5' -most EST 


jC-gmle01810023b05al 


Method 


BLASTX 


NCBI GI 


g2501644 


BLAST score 


303 



5031 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



II 



2.0e-27 

153 

42 

URICASE (URATE OXIDASE) >gi_2131155_pir JC5140 urate 

oxidase {EC 1.7.3.3) - yeast (Pichia jadinii) 
>gi_1741860_dbj_BAA06804_ (D32043) uricase [Candida utilis] 

33193 

317512JL.R1040 
jC-gmle01810023d07al 



Seq. No. 
Contig ID 
5' -most EST 



33194 

317513JL.R1040 
jC-gmle01810023d07dl 



Seq. No. 
Contig ID 
5 1 -most EST 



33195 

317531_1.R1040 
jC-gmle01810023e06al 



Seq. No. 
Contig ID 
5 '-most EST 



33196 

317597_1.R1040 
jC-gmle01810093b04al 



Seq. No. 

Contig ID 
5' -most EST 



33197 

317651_1.R1040 
jC-gmle01810024fl0al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33198 

317682_1.R1040 

jC-gmst02400068d08dl 

BLASTX 

g2262113 

237 

8.0e-20 

56 

73 

(AC002343) unknown protein [Arabidopsis thaliana] 
33199 

317728JL.R1040 

jC-gmle01810025c04al 

BLASTN 

gl70073 

76 

1.0e-34 

118 

92 

Soybean calmodulin (SCaM-3) mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 



33200 

317748_1.R1040 
jC-gmro02910007d04dl 



Seq. No. 
Contig ID 
5 '-most EST 



33201 

317804_1.R1040 
jC-gmle01810025gl0dl 



5032 



Seq. No. 

Contig ID 
5 T -most EST 

Seq- No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



33202 

317832JL.R1040 . 
jC-gmle01810026a08dl 

33203 

317833JL.R1040 
g5126688 

33204 

317836_1.R1040 

jC-gmle01810027d04al 

BLASTN 

g3378649 

35 

3.0e-10 

119 

87 

M.sativa mRNA translated from abscisic activated gene 
33205 

317849JL.R1040 

jC-gmle01810026b06al 

BLASTX 

g417674 

758 

1.0e-80 

238 
62 

60S RIBOSOMAL PROTEIN L7 >gi_103356_pir S21500 ribosomal 

protein L7.e - fruit fly (Drosophila melanogaster) 
>gi_8484_emb_CAA33207_ (X15109) ribosomal protein 
[Drosophila melanogaster] 

33206 

317884JL.R1040 
jC-gmle01810026d06al 

33207 

317935_1.R1040 

jC-gmle01810026h03al 

BLASTX 

g2213611 

283 

2.0e-25 

73 

75 

(AC000103) F21J9.5 [Arabidopsis thaliana] 
33208 

317938_1.R1040 
jC-gmle01810027a01al 

33209 

317940_1.R1040 
jC-gmle01810042h08dl 



Seq. No. 



33210 



5033 



II 



Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



317982JL.R1040 
jC-gmst02400002e02dl 

33211 

317997JL.R1040 
jC-gmle01810035fl2dl 

33212 

318029_1.R1040 
jC-gmle01810027f09dl 

33213 

318075_1.R1040 
jC-gmle01810028b02al 

33214 

318100_1.R1040 

jC-gmst02400076d09al 

BLASTX 

g2444174 

604 

3.0e-78 

176 

79 

(U94781) unconventional myosin [Helianthus annuus] 
33215 

318109_1.R1040 

jC-gmro02910061e02dl 

BLASTX 

g2832241 

186 

1.0e-13 

87 
28 

(AF030864) 
thaliana] 



nonphototropic hypocotyl 1 [Arabidopsis 



Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



33216 

318121_1.R1040 
jC-gmle01810064b01al 

33217 

318132JL.R1040 
jC-gmle01810035f08dl 

33218 

318144_1.R1040 
jC-gmle01810028f05dl 

33219 

318146_1.R1040 

uC-gmropic0001g04al 

BLASTX 

g2088651 

201 

3.0e-15 



5034 



Match length 

% identity 

NCBI Description 



CI 



65 
55 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seg. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



[Arabidopsis thaliana] 



33220 

318151_1.R1040 
jC-gmle01810028f09dl 

33221 

318185_1.R1040 

jC-gmle01810028h08dl 

BLASTX 

g3935150 

321 

1.0e-29 

75 

77 

(AC005106) T25N20.14 
33222 

318209_1.R1040 
jC-gmle01810029b01al 

33223 

318210_1.R1040 
jC-gmle01810029b01dl 

33224 

318223JL.R1040 
jC-gmle01810029bl0dl 

33225 

318254_1.R1040 
jC-gmle01810029d08dl 

33226 

318279_1.R1040 
jC-gmle01810029f05al 

33227 

318349JL.R1040 
jC-gmle01810030c02dl 



33228 

318370JL.R1040 

fC-gmst700605413rl 

BLASTX 

g2746079 

256 

5.0e-22 

65 

74 

(AF015310) BTH1 [Brassica napus] 
33229 

318376 1.R1040 



5035 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

S'-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



jC-gmle01810030dlla2 

BLASTX 

g3413511 

441 

1.0e-43 
129 
66 

(AJ000265) 
oleracea] 



glucose-6-phosphate isomerase [Spinacia 



33230 

318377_1.R1040 

jC-gmle01810030dlldl 

BLASTX 

g4220528 

506 

2.0e-51 
106 
89 

(AL035356) 
thaliana] 



glucose-6-phosphate isomerase [Arabidopsis 



33231 

318388_1.R1040 
jC-gmle01810078h03dl 

33232 

318452_1.R1040 

jC-gmle01810031a05a2 

BLASTX 

g2262157 

311 

2.0e-44 

173 

60 

(AC002329) putative ligand-gated ion channel protein 
[Arabidopsis thaliana] 

33233 

318458J..R1040 
jC-gmle01810033e03dl 

33234 

318459JL.R1040 
jC-gmle01810033e05dl 

33235 

318490_1.R1040 
jC-gmle01810033g05dl 

33236 

318511JL.R1040 

jC-gmst02400016c09dl 

BLASTX 

g4262162 

277 

2.0e-24 



5036 



Match length 

% identity 

NCBI Description 



69 
72 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



33237 

318536_1.R1040 
jC-gmle01810033e09dl 

33238 

318552_1.R1040 

jC-gmle01810033d03dl 

BLASTX 

g3941543 

381 

1.0e-36 

90 

80 

(AF0694 97) pelota [Arabidopsis thaliana] 

>gi_44 69016__emb_CAB38277_ (AL035602) pelota (PEL1) 

[Arabidopsis thaliana] 

33239 

318560_1.R1040 
jC-gmle01810031h03dl 

33240 

318570JL.R1040 
jC-gmle01810032a01dl 

33241 

318588_1.R1040 

g5752954 

BLASTX 

g2462839 

156 

4.0e-10 

63 
56 

(AF000657) unknown protein [Arabidopsis thaliana] 
33242 

318597JL.R1040 
jC-gmle01810032c09dl 

33243 

318597_2.R1040 
jC-gmro0291004 6h05dl 

33244 

318603_1.R1040 
jC-gmle01810033g06dl 

33245 

318605_1.R1040 
jC-gmle01810033gl0dl 



5037 



# 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33246 

318654_1.R1040 
jC-gmle01810094f09dl 

33247 

318680_1.R1040 

jC-gmle01810033b01a2 

33248 

318697JL.R1040 
jC-gmle01810033c01dl 

33249 

318742_1.R1040 
jC-gmle01810033e08a2 

33250 

318748_1.R1040 
jC-gmle01810033el2dl 

33251 

318801JL.R1040 
jC-gmle01810034a06dl 

33252 

318809_1.R1040 
jC-gmle01810034alldl 

33253 

318848J..R1040 

jC-gmle01810034e02dl 

BLASTX 

g4559327 

257 

4.0e-22 

122 
48 

(AC007087) hypothetical protein [Arabidopsis thaliana] 
33254 

318891JL.R1040 
jC-gmle01810034h09dl 

33255 

318919_1.R1040 
jC-gmle01810035b04a2 

33256 

318923JL.R1040 

jC-gmro02910075g03dl 

BLASTX 

g3935170 

239 

4.0e-20 

59 

76 

(AC004557) F17L21.13 [Arabidopsis thaliana] 



5038 



II 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33257 

31906CM..R1040 
jC-gmle01810036al2a2 

33258 

319070_1.R1040 

jC-gmle01810036bl2a2 

BLASTN 

g945086 

71 

2.0e-31 

107 

92 

Glycine max transcription factor TFIIB mRNA, 



complete cds 



33259 

319071JL.R1040 

jC-gmle01810036d01dl 

BLASTX 

g3063710 

196 

5.0e-15 

59 

53 

(AL022537) putative protein [Arabidopsis thaliana] 
33260 

319074J..R1040 
jC-gmle01810036h02dl 

33261 

319155_1.R1040 

jC-gmle01810037c!0a2 

BLASTX 

g2262177 

299 

5.0e-27 

126 

59 

(AC002329) hypothetical protein similar to T18A10.3 
[Arabidopsis thaliana] 

33262 

319184_1.R1040 

jC-gmle01810037f08a2 

BLASTX 

g2494301 

672 

8.0e-71 

161 

80 

EUKARYOTIC TRANSLATION INITIATION FACTOR 2 GAMMA SUBUNIT 
(EIF-2 -GAMMA) >gi_1049318 (U37354) initiation factor eIF-2 
gamma subunit [Schizosaccharomyces pombe] 



Seq. No. 



33263 



5039 



II 



Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



319211JL.R1040 
jC-gmro02910013f08dl 

33264 

319222JL.R1040 
jC-gmle01810038b04dl 

33265 

319231JL.R1040 
jC-gmle01810038d07dl 

33266 

319294JL.R1040 
jC-gmleO1810O40d07al 

33267 

319352JL.R1040 

jC-gmle01810040hl0dl 

BLASTN 

g3335331 

36 

1.0e-10 

56 
91 

Arabidopsis thai i ana chromosome 1 BAC T8F5 
complete sequence [Arabidopsis thaliana] 



sequence, 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

■Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



33268 

319356_1.R1040 

jC-gmle01810041a02al 

BLASTX 

g2829870 

249 

3.0e-21 

89 

25 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
33269 

319360_1.R1040 
jC-gmle01810041a06al 

33270 

319429_1.R1040 

jC-gmle01810041fllal 

BLASTX 

g2077896 

393 

5.0e-38 

153 

49 

(AB003470) beta-D-glucosidase [Aspergillus kawachii] 
33271 

319467_1.R1040 
jC-gmle01810042dl0al 



5040 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



33272 

319482J..R1040 
jC-gmle01810042b06al 

33273 

319692JL.R1040 
jC-gmle01810044c09al 

33274 

319703JL.R1040 
jC-gmle01810043e05dl 

33275 

319706_1.R1040 
jC-gmle01810043e07dl 

33276 

319738JL.R1040 
jC-gmle01810043g03dl 

33277 

319770_1.R1040 
jC-gmst02400073e09dl 

33278 

319818JL.R1040 
jC-gmle01810044blldl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33279 

319840_1.R1040 

jC-gmle01810044cllal 

BLASTX 

g3560136 

505 

3.0e-51 
166 
55 

(AL031534) 
pombe] 



2-isopropylmalate synthase. [Schizosaccharomyces 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



33280 

319841_1.R1040 
jC-gmle01810044clldl 

33281 

320112_1.R1040 
jC-gmle0181004 6e06al 

33282 

320136_1.R1040 

jC-gmle01810046d05al 

BLASTX 

g3688186 

557 

2.0e-57 

139 
73 



5041 



NCBI Description (AL031804) putative protein [Arabidopsis thaliana] 



Seq. No. 33283 

Contig ID 320192_1 .R1040 

5' -most EST jC-gmle01810046f 05dl 

Method BLASTX 

NCBI GI g4314371 

BLAST score 148 

E value 1.0e-09 

Match length 40 

% identity 65 

NCBI Description (AC006340) putative G9a protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



33284 

320313J..R1040 
uC-gmropicO 1 4b 1 lbl 

33285 

320315J..R1040 
jC-gmst02400020da07dl 

33286 

320407_1.R1040 
jC-gmle01810048bl2dl 

33287 

320438_1.R1040 
jC-gmle01810048d09dl 

33288 

320446_1.R1040 
jC-gmle01810048e03al 

33289 

320447_1.R1040 
jC-gmle01810048e03dl 

33290 

320552_1.R1040 
jC-gmle01810049d06dl 

33291 

320558JL.R1040 
jC-gmle01810049e01dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33292 

320642JL.R1040 

jC-gmle01810050el0al 

BLASTN 

gll576 

433 

0.0e+00 
4 65 
98 

Soybean plastid DNA for rpsl2, 
NADH dehydrogenase and ORF 



rps7, 16S rRNA, tRNA-Val, 



5042 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33293 

320768JL.R104G*. 
jC-gmle01810051f07al 

33294 

320770_1.R1040 
jC-gmle01810051f08al 

33295 

320810_1.R1040 
jC-gmle01810073b08al 

33296 

321044JL.R1040 

fC-gmro700565358r2 

BLASTX 

g642134 

299 

4.0e-27 

88 

64 

(D45355) protein kinase [Arabidopsis thaliana] 
>gi_3063704_emb_CAA18595.1_ (AL022537) protein kinase AME3 
[Arabidopsis thaliana] 

33297 

321155_1.R1040 
uC-gmflminsoy024c03bl 

33298 

321256_1.R1040 

jC-gmle01810056a07al 

BLASTX 

g3445210 

368 

4.0e-35 

139 

47 

(AC004786) putative flavonol 3-o-glucosyltransf erase 
[Arabidopsis thaliana] 

33299 

321264_1.R1040 

jC-gmle01810056b03al 

BLASTX 

g3892055 

1195 

1.0e-132 

243 
88 

(AC002330) 
thaliana] 



putative transport protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



33300 

321373JL.R1040 
jC-gmst02400065b02dl 
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CI 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33301 

321416_1.R1040 
jC-gmro02910067f02dl 

33302 

321418_1.R1040 
jC-gmle01810059d04dl 

33303 

321419_1.R1040 

jC-gmle01810059d05al 

BLASTX 

g4432821 

296 

2.0e-26 

207 

40 

(AC006593) 
thaliana] 



putative transmembrane protein [Arabidopsis 



Seq. No. 
Contig ID 



33304 

321438_1.R1040 
jC-gmle01810059e03al 

33305 

321512_1.R1040 
jC-gmle01810059hl0dl 

33306 

321531J..R1040 
jC-gmle01810060b01dl 

33307 

321560_1.R1040 

j C-gmleO 1 8 1 0 0 60c0 9a 1 

33308 

321569_1.R1040 
jC-gmle01810060d01dl 

33309 

321577JL.R1040 
jC-gmle01810087hllal 

33310 

321582J..R1040 

jC-gmle01810060d09dl 

BLASTX 

gl871180 

280 

8.0e-25 

131 

53 

(U90439) unknown protein [Arabidopsis thaliana] 
33311 

321604 1.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmle01810060elldl 

BLASTX 

g2191168 

273 

5.0e-24 

70 
80 

(AF007270) contains similarity to myosin heavy chain 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



33312 

321608_1.R1040 
jC-gmro02800027g09dl 



Seq. No. 
Contig ID 
5' -most EST 



33313 

321627JL.R1040 
jC-gmle01810062h02dl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33314 

321632_1.R1040 
jC-gmst02400028c02al 

33315 

321633JL.R1040 

g5752600 

BLASTX 

g3702343 

555 

9.0e-57 

223 

53 

(AC005397) putative homeotic gene regulator [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33316 

321729JL.R1040 

jC-gmle01810061h03al 

BLASTX 

g3482941 

215 

3.0e-17 

111 

46 

(AC005315) 
thaliana] 



putative ligand-gated ionic channel [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



33317 

321737JL.R1040 
jC-gmle01810061gl2al 



Seq. No. 
Contig ID 
5' -most EST 



33318 

321798_1.R1040 
fC-gmle700685876bl 



Seq. No. 
Contig ID 
5 '-most EST 



33319 

321964_1.R1040 
jC-gmle01810063d05dl 
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Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 



BLASTX 

g3786006 

361 

2.0e-34 

83 
78 

(AC005499) 



hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 



33320 

322022JL.R1040 

fC-gmro700646449rl 

BLASTX 

g4468151 

158 

2.0e-10 

56 

41 

(AJ131999) sucrose synthase [Craterostigma plantagineum] 
33321 

322035_1.R1040 
jC-gmro02800028b04dl 

33322 

322089_1.R1040 
jC-gmle01810064b08dl 

33323 

322118_JL.R1040 
jC-gmle01810064cllal 

33324 

322148JL.R1040 
fC-gmle7000786512dl 

33325 

322182_1.R1040 
jC-gmle01810064flldl 

33326 

322203_1.R1040 

g4396088 

BLASTX 

g3249098 

207 

3.0e-16 

97 

46 

(AC003114) ESTs gb_T04610, gb_N38459, gbJT45174, gb_R30481 
and gb__N64971 come from this gene. [Arabidopsis thaliana] 

33327 

322266_1.R1040 
jC-gmle01810065d04dl 

33328 

322276 1.R1040 
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5 1 -most EST 



II 



jC-gmle01810065dl2dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33329 

322297_1.R1040 

jC-gmle01810065f08dl 

BLASTX 

gl408460 

252 

1.0e-21 

124 

44 

(U40161) type 2A protein serine/threonine phosphatase 55 
kDa B regulatory subunit [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33330 

322310JL.R1040 

jC-gmle01810065glldl 

BLAST N 

g2764523 

114 

3.0e-57 

342 

83 

Pisum sativum mRNA for Rieske iron-sulfur protein Tic55 



Seq. No. 
Contig ID 
5 '-most EST 



33331 

322322_1.R1040 
jC-gmst02400044g03dl 



Seq. No. 

Contig ID 
5 '-most EST 



33332 

322344_1.R1040 
jC-gmle01810066cl2dl 



Seq. No. 
Contig ID 
5' -most EST 



33333 

322347JL.R1040 
jC-gmle01810066d03dl 



Seq. No. 
Contig ID 
5' -most EST 



33334 

322365JL.R1040 
jC-gmro02910019a06dl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33335 

322382JL.R1040 

jC-gmst02400032h02al 

BLASTX 

gl350528 

147 

3.0e-09 

39 

64 

(L47602) ABA-responsive and embryogenesis-associated gene; 
LEA-like protein [Picea glauca] 



Seq. No. 
Contig ID 
5 '-most EST 



33336 

322391_1.R1040 
jC-gmle018100 67a02dl 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



33337 

322395JL.R1040 
jC-gmst02400074f02dl 

33338 

322406_1.R1040 
jC-gmle01810073a03dl 

33339 

322474JL.R1040 
jC-grale01810067g03al 

33340 

322488JL.R1040 
jC-gmle01810067h01dl 

33341 

322501JL.R1040 
jC-gmst02400027a09dl 

33342 

322524_1.R1040 
jC-gmle01810068b08al 

33343 

322532J..R1040 

jC-gmle01810068c02al 

BLASTX 

gl710055 

328 

2.0e-30 

118 

54 

RDS1 PROTEIN >gi_1363621_pir S58477 rdsl protein - fission 

yeast (Schizosaccharomyces pombe) >gi_1184029_emb_CAA54544_ 
(X77328) rdsl [Schizosaccharomyces pombe] 

33344 

322554JLR1040 
jC-gmle01810071d01al 

33345 

322578_1.R1040 
jC-gmle01810068el0dl 

33346 

322583_1.R1040 
jC-gmle01810068f02dl 

33347 

322609_1.R1040 
jC-gmle01810068gl0dl 

33348 

322615_1.R1040 
jC-gmle01810068h05al 



5048 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



33349 

322618JL.R1040 
jC-gmle01810068h08al 

33350 

322650_1.R1040 
jC-gmle01810069e03dl 

33351 

322682_1.R1040 
jC-gmle01810070allal 

33352 

322705JL.R1040 

jC-gmle01810070c04dl 

BLASTX 

g3924606 

324 

1.0e-30 

89 

75 

(AF0694 42) hypothetical protein [Arabidopsis thaliana] 
33353 

322740_1.R1040 

jC-gmle01810070el2al 

BLASTX 

g2827534 

685 

2.0e-72 

150 

86 

(AL021633) predicted protein [Arabidopsis thaliana] 
33354 

322741_1.R1040 
jC-gmle01810070flldl 

33355 

322763JL.R1040 
jC-gmle01810070g02dl 

33356 

322775JL.R1040 
jC-gmle01810070h09al 

33357 

322776__1.R1040 
jC-gmle01810070h09dl 

33358 

322850_1.R1040 
jC-gmle01810071d!2al 

33359 

322857JL.R1040 
jC-gmle01810071e05dl 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33360 

322864JL.R1040 
fC-gmro700565119r2 

33361 

322871_1.R1040 

jC-gmle01810071f03dl 

BLASTX 

g3881976 

497 

2.0e-50 

118 
76 

(AJ012409) hypothetical protein [Homo sapiens] 
33362 

322878_1.R1040 
jC-gmle01810071f08dl 

33363 

322886_1.R1040 
jC-gmle01810071g02dl 

33364 

322908_1.R1040 
jC-gmle01810071h06dl 

33365 

322922_1.R1040 
jC-gmle01810072b04dl 

33366 

322953_1.R1040 

jC-gmle01810072d06dl 

BLASTX 

gl710055 

188 

4.0e-14 

100 
39 

RDS1 PROTEIN >gi_1363621_pir S58477 rdsl protein - fission 

yeast (Schizosaccharomyces pombe) >gi_1184 029_emb_CAA54 54 4_ 
(X77328) rdsl [Schizosaccharomyces pombe] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.R1040 
f02400006b09dl 



33367 
322972_ 
jC-gmstC 
BLASTX 
g2739309 
394 

4.0e-38 

91 

47 

(Y15990) P-glycoprotein-like protein [Arabidopsis thaliana] 



Seq. No. 



33368 
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CI 



Contig ID 


322994 1.R1040 


5' -most EST 


jC-gmle01810072hl2dl 


Seq. No. 


33369 


Contig ID 


323119 1.R1040 


5 '-most EST 


jC-gmle01810073h08al 


Method 


BLASTX 


NCBI GI 


g3402751 


bLAbi score 


283 


E value 


6.0e-25 


Match length 


154 


% identity 


21 


NCBI Descriptxon 


(AL031187) putative protein [Arabidopsis thaliana] 


Seq. No* 


33370 


Contig ID 


323132 1.R1040 


5 1 -most EST 


jC-gmle01810075a03al 


Seq. No. 


33371 


Contig ID 


323213 1.R1040 


5 ' -most EST 


jC-gmst02400058b01dl 


Method 


BLASTX 


NCBI GI 


g2344887 


nijAbi score 


676 


E value 


5.0e-71 


Match length 


174 


% identity 


79 


NCBI Description 


(AC002388) unknown protein [Arabidopsis thaliana] 


Seq. No. 


33372 


Contig ID 


323233 1.R1040 


5' -most EST 


jC-gmle01810093c06dl 


Seq. No. 


33373 


Contig ID 


323269 1.R1040 


5 1 -most EST 


fC-gmle700875686rl 


Seq. No. 


33374 


Contig ID 


323279 1.R1040 


5' -most EST 


i C-qmle018 10077 flldl 


Method 


BLASTX 


NCBI GI 


g3335348 


BLAST score 


243 


E value 


2.0e-20 


Match length 


71 


% identity 


68 


NCBI Description 


(AC004512) T8F5.20 [Arabidopsis thaliana] 


Seq. No. 


33375 


Contig ID 


323283 1.R1040 


5 f -most EST 


jC-gmle01810078b07dl 


Seq. No. 


33376 


Contig ID 


323378 1.R1040 


5 T -most EST 


jC-gmst02400024e07dl 


Seq. No. 


33377 
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Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



323461JL.R1040 
uC-gmf IminsoyO 8 IdO lbl 
BLASTX 
g4539389 
653 

1.0e-68 

136 

94 

(AL035526) putative protein kinase [Arabidopsis thaliana] 
33378 

323507_1.R1040 
jC-gmle01810080d06dl 

33379 

323512_1.R1040 

jC-gmle01810080d08dl 

BLASTX 

g4455328 

239 

7.0e-20 

55 

76 

(AL035525) hypothetical protein [Arabidopsis thaliana] 
33380 

323549_1.R1040 

jC-gmle0181008 0f09al 

BLASTX 

g3511147 

484 

1.0e-48 

135 

67 

(AF061329) PR-4 type protein [Vitis vinifera] 
33381 

323558JL.R1040 

jC-gmle01810089dlldl 

BLASTX 

g4314384 

344 

2.0e-32 

101 

61 

(AC006232) 
thaliana] 



putative cysteine proteinase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



33382 

323599JL.R1040 

jC-gmle01810082a07al 

BLASTX 

gll9791 

175 

2.0e-12 

101 
42 
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CI 



NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



3-0X0ACYL- [ACYL-CARRIER PROTEIN] REDUCTASE PRECURSOR 
(3-KETOACYL-ACYL CARRIER PROTEIN REDUCTASE) 

>gi_1084385_pir S22450 3-oxoacyl- [acyl-carrier-protein] 

reductase (EC 1.1.1.100) precursor - Cuphea lanceolata 
>gi_1804 6_emb_CAA45866_ (X64566) 3-oxoacyl- [acyl-carrier 
protein] reductase [Cuphea lanceolata] 

>gi_228929_prf 1814446A beta ketoacyl-ACP reductase 

[Cuphea lanceolata] 

33383 

323601_1.R1040 
jC-gmle01810082a09al 

33384 

323697_1.R1040 

jC-gmle01810082fl0al 

BLASTX 

g479413 

987 

1.0e-107 

216 

91 

myosin-like protein - Arabidopsis thaliana 
33385 

323815_1.R1040 
jC-gmle01810083e02dl 

33386 

323831_1.R1040 
jC-gmle01810083ellal 

33387 

323850JL.R1040 

jC-gmle01810083fl0al 

BLASTX 

g731810 

404 

3.0e-39 

109 

67 

PROBABLE 60S RIBOSOMAL PROTEIN YIL052C 

>gi_626886_pir S48427 ribosomal protein L34.e.B, cytosolic 

- yeast (Saccharomyces cerevisiae) >gi_557816_emb_CAA86170_ 
(Z38060) spliced ribosomal protein, len: 121, CAI: 0.77, 
RL34_RAT P11250 60S RIBOSOMAL PROTEIN L34 [Saccharomyces 
cerevisiae] 

33388 

323872JL.R1040 

jC-gmle01810083gllal 

BLASTX 

g4006908 

217 

4.0e-17 

78 

53 
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NCBI Description (Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33389 

323923_1.R1040 
jC-gmle01810084c01dl 

33390 

323996_1.R1040 
uC-gmrominsoyl09gl0bl 

33391 

324020_1.R1040 
jC-gmle01810084h03al 

33392 

324042_1.R1040 
jC-gmle01810085a08dl 

33393 

324063JL.R1040 

jC-gmle01810085c02al 

BLASTX 

g2492509 

159 

1.0e-10 

114 
39 

CELL DIVISION PROTEIN FTSH HOMOLOG >gi_214 6083__pir S73497 

cell division protein ftsH - Mycoplasma pneumoniae { SGC3 ) 
(ATCC 29342) >gi_1673833 (AE000018) Mycoplasma pneumoniae, 
cell division protein FtsH; similar to Swiss-Prot Accession 
Number P37476, from B. subtilis [Mycoplasma pneumoniae] 

33394 

324112J.. R1040 
jC-gmle01810085f06dl 

33395 

324133_1.R1040 
jC-gmle01810085gllal 

33396 

324161JL.R1040 
jC-gmst02400063dl2dl 

33397 

324193_1.R1040 

jC-gmst02400036d05d2 

BLASTX 

g2191194 

132 

6.0e-09 

83 
48 

(AE007271) contains weak to the SAPB protein (TR:E236624) 
[Arabidopsis thaliana] 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



33398 

324231_1.R1040 
jC-gmle01810086e02al 

33399 

324238_1.R1040 

jC-gmle01810086e06al 

BLASTX 

g2765817 

382 

1.0e-36 

175 
53 

(Z95352) AtMlo-hl [Arabidopsis thaliana] 
>gi_3892049_gb_AAC78258.1_AAC78258 (AC002330) AtMlo-hl 
[Arabidopsis thaliana] 

33400 

324262_1.R1040 

jC-gmle01810086f07al 

BLASTX 

g3913996 

305 

3.0e-31 

109 

68 

MITOCHONDRIAL LON PROTEASE HOMOLOG 1 PRECURSOR 
>gi_2208927_dbj_BAA20482_ (D85610) ATP-dependent protease 
Lon [Spinacia oleracea] 

33401 

324322_1.R1040 
jC-gmle01810087a08dl 

33402 

324382_1.R1040 
jC-gmle01810087dllal 

33403 

324400_1.R1040 

jC-gmle01810087e09al 

BLASTX 

gll72441 

167 

3.0e-ll 

53 

68 

POSSIBLE TRANSCRIPTION FACTOR POSF21 >gi_99685_pir S21883 

DNA-binding protein POSF21 - Arabidopsis thaliana 
>gi_16429_emb_CAA43366_ (X61031) posF21 [Arabidopsis 
thaliana] 

33404 

324501_1.R1040 

jC-gmle01810088bllal 

BLASTX 

g3176709 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209 

1.0e-16 

126 
35 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl /benzoyl transf erase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33405 

324526_1.R1040 

jC-gmle01810088d03dl 

BLASTX 

g2765817 

312 

2.0e-28 

106 

67 

(Z95352) AtMlo-hl [Arabidopsis thaliana] 
>gi_3892049_gb_AAC78258.1_AAC78258 (AC002330) AtMlo-hl 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



33406 

324639_1.R1040 
g5752874 



Seq. No. 
Contig ID 
5' -most EST 



33407 

324663_1.R1040 
g5677301 



Seq. No. 
Contig ID 
5 '-most EST 



33408 

324676JL.R1040 
jC-gmle01810089cl0al 



Seq. No. 
Contig ID 
5' -most EST 



33409 

324686JL.R1040 
jC-gmle01810089d03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33410 

324742_1.R1040 

jC-gmro02910009d08al 

BLASTX 

gl272349 

346 

2.0e-32 

137 

52 

(U51740) secreted glycoprotein 3 [Ipomoea trifida] 



Seq. No. 
Contig ID 
5 '-most EST 



33411 

324826JL.R1040 
jC-gmle01810090c04dl 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 



33412 

324844_1.R1040 

jC-gmle01810090d03dl 

BLASTX 

g2809246 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



276 

9.0e-27 

107 

52 

(AC002560) 



F2401.15 [Arabidopsis thaliana] 



33413 

324878_1.R1040 

jC-gmle01810090ellal 

BLASTX 

g4185136 

411 

6.0e-40 

216 

40 

(AC005724) putative trehalose- 
[Arabidopsis thaliana] 

33414 

325006JL.R1040 
jC-gmle01810091cl2dl 



33415 

325066JL.R1040 

uC-gmropicl00f07bl 

BLASTX 

g2864618 

413 

3.0e-40 

131 

57 

(AL021811) putative protein 



6-phosphate synthase 



[Arabidopsis thaliana] 



33416 

325068_1.R1040 
jC-gmle01810091fl0dl 

33417 

325075_1.R1040 
jC-gmle01810094h06dl 

33418 

325111_1.R1040 
jC-gmle01810092a04dl 

33419 

325157JL.R1040 
jC-gmle01810092dllal 

33420 

325265_1.R1040 

jC-gmro02800032a06dl 

BLASTX 

g3924602 

152 

8.0e-10 
51 
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% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



51 

(AF069442) predicted OR23 protein of unknown function 
[Arabidopsis thaliana] 

33421 

325314_1.R1040 

uC-gmflminsoy054hllbl 

BLASTX 

g4220477 

284 

8.0e-38 

133 

68 

(AC006069) unknown protein [Arabidopsis thaliana] 
33422 

325321JL.R1040 
jC-gmle01810093dl2al 

33423 

325372_1.R1040 
jC-gmst02400036g05d2 

33424 * 

325462_1.R1040 

jC-gmle01810094h07dl 

33425 

325477_1.R1040 

jC-gmle01810094dl2al 

BLASTN 

gl839634 

292 

1.0e-163 

502 
91 

heat shock protein 70=allergenic polypeptide {C-terminal, 
variable region} [Cladosporium herbarum, IMI 96220, mRNA 
Partial, 1061 nt] 

33426 

325484JL.R1040 

jC-gmle01810094e04al 

BLASTX 

g2980784 

651 

3.0e-68 

201 

12 

(AL022198) puative protein [Arabidopsis thaliana] 
33427 

325675JL.R1040 
jC-gmst02400064alldl 

33428 

325725 1.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



M|i| 

jC-gmro02800026c03al 

BLASTX 

g2244866 

323 

6.0e-30 

134 

58 

(Z97337) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33429 

325785_1.R1040 

jC-gmro02910071c01al 

BLASTX 

g2459431 

298 

7.0e-27 

91 

63 

(AC002332) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



33430 

325792_1.R1040 
jC-gmro02800027d02dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33431 

325805_1.R1040 

jC-gmro02910022allal 

BLASTX 

g2832304 

210 

2.0e-30 

149 

49 

(AF044489) receptor-like protein kinase [Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33432 

325884_1.R1040 

jC-gmro02800028e!0al 

BLASTX 

g3261631 

177 

2.0e-12 

105 

42 

(Z79700) accA2 [Mycobacterium tuberculosis] 



Seq. No. 
Contig ID 
5 '-most EST 



33433 

325981_1.R1040 
jC-gmro02800029e04al 



Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



33434 

326038_1.R1040 

jC-gmro02800030a04dl 

BLASTX 

g2129623 

204 

5.0e-16 
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Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



II 

73 
53 

immunophilin FKBP15-2 - Arabidopsis thaliana >gi_1272408 
(U52047) immunophilin [Arabidopsis thaliana] 

33435 

326093_1-R1040 

jC-gmro02800042c08dl 

BLASTX 

g3785990 

203 

8.0e-16 

55 
73 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
>gi_4220487 (AC006069) hypothetical protein [Arabidopsis 
thaliana] 

33436 

326100_1.R1040 
jC-gmro02800030elldl 

33437 

326152_1.R1040 
jC-gmro02800031a04dl 

33438 

326177J..R1040 

jC-gmro02800031b07al 

BLASTX 

g!762584 

114 

4.0e-09 

61 

49 

(U63373) polygalacturonase isoenzyme 1 beta subunit homolog 
[Arabidopsis thaliana] 

33439 

326216_1.R1040 
jC-gmro02800031d09dl 

33440 

326292_1.R1040 
g4301729 

33441 

326300_1.R1040 
jC-gmro02800032a05dl 



33442 

326318_1. 

g4284526 

BLASTX 

g4335745 

362 

2.0e-34 



R1040 
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Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

159 
47 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

33443 

326500_1.R1040 
jC-gmro02800033d09dl 

33444 

326611_1.R1040 
jC-gmro02800034f 06al 

33445 

326612JL.R1040 

jC-gmro02800034f07al 

BLASTX 

gl730576 

246 

6.0e-21 

82 
56 

PROLINE IMINOPEPTIDASE (PROLYL AMI NOPE PT I DAS E) 

>gi_1084134_pir JC4184 prolyl aminopeptidase (EC 3.4.11.5) 

- Aeromonas sobria >gi_1236731_dbj_BAA06380__ (D30714) 
prolyl aminopeptidase [Aeromonas sobria] 

33446 

326622_1.R1040 

jC-gmro02800035a04al 

BLASTX 

g4510368 

170 

5.0e-12 

106 
40 

(AC007017) 
thaliana] 



putative transcription factor E2F5 [Arabidopsis 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



33447 

326711_1.R1040 
g4260415 

33448 

326733JL.R1040 

uC-gmrominsoy235e07bl 

BLASTX 

g2739381 

350 

5.0e-33 

126 

60 

(AC002505) putative patatin [Arabidopsis thaliana] 
33449 

326800 1.R1040 



5061 



5' -most EST 



jC-gmro02800038d09al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33450 

326823J..R1040 

uC-gmropic008h09bl 

BLASTX 

g2344900 

277 

2.0e-24 

112 
47 

(AC002388) EREBP isolog [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI -Description 



33451 

326831JL.R1040 

jC-gmro02800038f08dl 

BLASTN 

gl432053 

62 

3.0e-26 

170 

84 

Oryza sativa asparagine synthetase mRNA, complete cds 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33452 

326949JL.R1040 

jC-gmro02800039e09al 

BLASTX 

gl00099 

422 

2.0e-41 

138 

56 

DNA-binding protein VBP1 - fava bean >gi_1372966 (M81827) 
CREB-like protein [Vicia faba] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33453 

326950J..R1040 

jC-gmro02910024g05dl 

BLASTX 

g2865394 

141 

1.0e-08 

49 

57 

(AF036949) basic leucine zipper protein 



[Zea mays] 



Seq. No. 
Contig ID 
5' -most EST 



33454 

327214JL.R1040 
jC-gmro02800042g07dl 



Seq. No. 
Contig ID 
5' -most EST 



33455 

327251JL.R1040 
uC-gmrominsoy048h09bl 



Seq. No. 
Contig ID 



33456 

327345 1.R1040 
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5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02800044h04al 

BLASTX 

g2344899 

419 

6.0e-41 

123 

59 

(AC002388) 



unknown protein [Arabidopsis thaliana] 



33457 

327355_1.R1040 
jC-gmro02910011f07dl 

33458 

327360_1.R1040 

jC-gmro02910001b02dl 

BLASTX 

g3875246 

172 

3.0e-12 

59 

51 

(Z81490) similar to WD domain, G-beta repeats (2 domains); 
cDNA EST EMBL:T00482 comes from this gene; cDNA EST 
EMBL:T00923 comes from this gene; cDNA EST yk449d4.3 comes 
from this gene; cDNA EST yk449d4.5 comes from this gene; 

33459 

327408_1.R1040 
jC-gmro02910001f06dl 

33460 

327416_1.R1040 
jC-gmro02910001g01dl 

33461 

327471_1.R1040 
jC-gmro02910039al2dl 

33462 

327490_1.R1040 
jC-gmro02910002clldl 

33463 

327495J..R1040 

jC-gmro02910007e03dl 

BLASTX 

g4490309 

273 

4.0e-24 

74 

72 

(AL035678) 
thaliana] 



peroxidase ATP17a-like protein [Arabidopsis 



Seq. No. 
Contig ID 



33464 

327498 1.R1040 
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5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jC-gmro02910002d04dl 
33465 

327512JL.R1040 
jC-gmro02910002dlldl 

33466 

327580J..R1040 

jC-gmro02910002hl2dl 

BLASTX 

g4235430 

216 

2.0e-17 

56 

71 

(AF098458) latex-abundant protein [Hevea brasiliensis] 
33467 

327599JL.R1040 
jC-gmst02400069e02al 

33468 

327716_1.R1040 
jC-gmro02910004el2dl 

33469 

327718__1.R1040 

jC-gmro02910016a08al 

BLASTX 

g4510339 

468 

7.0e-47 

163 

57 

(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33470 

327719J..R1040 

jC-gmro02910004f03dl 

BLASTX 

g4510339 

223 

3.0e-18 

62 

61 

(AC006921) 
thaliana] 



putative ABC transporter protein [Arabidopsis 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 



33471 

327729_1.R1040 
uC-gmf Iminsoy065c02bl 

33472 

327751J..R1040 

jC-gmst02400051d03dl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3335169 
160 

8.0e-ll 

70 

47 

(AF067857) embryo-specific protein 1 [Arabidopsis thaliana] 
>gi_4455197_emb_CAB36520_ (AL035440) embryo- specific 
protein 1 (ATS1) [Arabidopsis thaliana] 



beg, no. 




LOULly ±U 


007000 1 di 040 


0 —IuOST, EjO 1 


-i n-rrm-rnfl^QI n007f07al 


Method 






cr?4 64865 


BLAST score 


OlO 


E value 


z » ue—oz 


Match length 


1 0 a 
loo 


% identity 


69 


NCBI Description 


(Z99707) pectinesterase like protein [Arabidops: 


O _ _, XT — 

beq. No. 


00 a n a 


Contig ID 


327940 1.R1040 


5* -most EST 


jC-gmro02910007f07dl 


Method 




NCBI GI 


_,o 1 CO^I Q 

golozolo 


BLAST score 


OCT 

obi 


E value 


O A « O /I 


Match length 


y / 


% identity 


67 


NCBI Description 




>rH ?94^7?4 /Ar003040} outative oectinesterase 




thaliana] 


Seq. No. 


33475 


Contig ID 


327993 1.R1040 


5' -most EST 


jC-gmro02910008h07al 


Seq. No. 


33476 


Contig ID 


327999 1.R1040 


5 '-most EST 


jC-gmro02910006ellal 


Method 


BLASTX 


NCBI GI 


gl669341 


BLAST score 


182 


E value 


2.0e-13 


Match length 


57 



% identity 

NCBI Description 



65 

(D45066) AOBP {ascorbate oxidase promoter-binding protein) 
[Cucurbita maxima] 



Seq. No. 
Contig ID 
5 f -most EST 



33477 

328018_1.R1040 
uC-gmropic070hl0bl 



Seq. No. 
Contig ID 
5' -most EST 



33478 

328023_1.R1040 
uC-gmronoir064f05bl 



5065 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



33479 

328063_1.R1040 

uC-gmronoir042e08bl 

BLASTX 

g4539343 

614 

7.0e-64 

181 

70 

(AL035539) putative protein [Arabidopsis thaliana] 
33480 

328076_1.R1040 
jC-gmst02400027f03al 

33481 

328194_1.R1040 
jC-gmro02910007hl2al 

33482 

328339_2.R1040 

jC-gmro02910008gl0dl 

BLASTX 

g4107480 

155 

3,0e-10 

59 

35 

(AL035085) putative mitochondrial carrier protein 
[Schizosaccharomyces pombe] 

33483 

328484_1.R1040 

uC-gmronoir060d02bl 

BLASTX 

g2462833 

207 

5.0e-16 

236 

24 

(AF000657) highly similar to froha and frohb, potential 
frohc [Arabidopsis thaliana] 

33484 

328495JL.R1040 

uC-gmropic044c09bl 

BLASTX 

g3367574 

181 

3.0e-13 

109 
40 

(AL031135) hypothetical protein [Arabidopsis thaliana] 
33485 

328567_1.R1040 
jC-gmro02910040e08dl 



5066 



II 



Seq. No. -V 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



33486 

328593_1.R1040 
jC-gmro02910011el0dl 

33487 

328631_1-R1040 
jC-gmro02910035g04dl 

33488 

328661_1.R1040 

jC-gmro02910012b07al 

BLASTX 

g2832636 

186 

9.0e-14 

61 

54 

(AL021711) hypothetical protein [Arabidopsis thaliana] 
>gi_4455157_emb_CAA16697.1_ (AL021687) hypothetical protein 
[Arabidopsis thaliana] 

33489 

328670J..R1040 
jC-gmro02910012blldl 

33490 

328757_1.R1040 
jC-gmro02910012g09dl 

33491 

328773_1.R1040 

j C-gmr o 0 2 9 1 0 0 1 2h0 6dl 

BLASTX 

g3337361 

168 

1.0e-ll 

54 

56 

(AC004481) ankyrin-like protein [Arabidopsis thaliana] 
33492 

328804JL.R1040 

fC-gmro7000747276rl 

BLASTX 

g2459419 

224 

4.0e-18 

99 

47 

(AC002332) hypothetical protein [Arabidopsis thaliana] 
33493 

328817_1.R1040 

jC-gmro02910013b09dl 

BLASTX 

g2708749 



5067 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



248 

3.0e-21 

135 

49 

(AC003952) putative senescence-assoc. 
protein [Arabidopsis thaliana] 



rhodanese-like 



33494 

328828_1.R1040 

jC-gmro02910013c04al 

BLASTX 

g2245055 

162 

6.0e-ll 

67 
49 

(Z97342) resistance gene homolog (fragment) 
thaliana] 



33495 

328849_1.R1040 

jC-gmst02400014cl2dl 

BLASTX 

g2117619 

189 

3.0e-14 

72 
50 

peroxidase 
>gi_73297 6 
aestivum] 



[Arabidopsis 



(EC 1.11.1.7) 

emb CAA59487 



4 precursor - wheat 

(X85230) peroxidase [Triticum 



33496 

328849__2.R1040 
jC-gmro02910074c05dl 

33497 

328879JL.R1040 

jC-gmro02910013e08al 

BLASTX 

g2851577 

887 

8.0e-96 

229 

69 

SERINE CARBOXYPEPTIDASE III PRECURSOR (CP-MIII) 
>gi_1877219_emb_CAA70817_ (Y09604) serine carboxypeptidase 
III, CP-MIII [Hordeum vulgare] 

33498 

328933_1.R1040 

uC-gmropic025hllbl 

BLASTX 

g2464901 

263 

9.0e-23 
79 



5068 



% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(Z99708) putative protein [Arabidopsis thaliana] 
33499 

328993_1.R1040 

jC-gmst02400020dc08dl 

BLASTX 

g3928097 

216 

3.0e-17 

88 

49 

(AC005770) 
thaliana] 



unknown protein, 5 ' partial [Arabidopsis 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



33500 

329011_1.R1040 

uC-gmronoir030dl0bl 

BLASTX 

gl888357 

359 

5.0e-34 

83 

77 

(X98130) alpha -mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y117 67) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

33501 

329059_1.R1040 
jC-gmro02910015a06dl 

33502 

329077JL.R1040 

jC-gmro02910015cl0dl 

BLASTX 

g3377507 

525 

2.0e-53 

119 

87 

(AF056026) auxin transport protein EIR1 [Arabidopsis 
thaliana] >gi_3661620 (AF093241) putative auxin efflux 
carrier AGR [Arabidopsis thaliana] >gi_3746886 (AF087459) 
polar-auxin-transport efflux component AGRAVITROPIC 1 
[Arabidopsis thaliana] >gi_4206709 (AF086906) root 
gravitropism control protein [Arabidopsis thaliana] 

33503 

329171_1.R1040 

jC-gmro02910016c04al 

BLASTX 

g3334667 

349 

1.0e-38 

118 

70 



5069 



NCBI Description (Y10493) putative cytochrome P450 [Glycine max] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

.5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33504 

329194JL.R1040 
jC-gmst02400065flldl 

33505 

329277JL.R1040 

jC-gmro02910016hlldl 

BLASTX 

g3176684 

422 

3.0e-41 

128 
62 

(AC003671) Contains similarity to equilibratiave nucleoside 
transporter 1 gb_U81375 from Homo sapiens. ESTs gb__N65317, 
gbJT20785, gb_AA586285 and gb_AA712578 come from this gene. 
[Arabidopsis thaliana] 



33506 

329290_1.R1040 

jC-gmro02910018b01al 

BLASTX 

g4165018 

226 

4.0e-33 

155 

53 

(D89053) Acyl-CoA synthetase 3 



[Homo sapiens] 



33507 

329291_1.R1040 
jC-gmro02910017d03al 

33508 

329326_1.R1040 
jC-gmro02910024al2al 

33509 

329368_1.R1040 
jC-gmro02910019b01dl 

33510 

329370_1.R1040 

jC-gmro02910059g03dl 

BLASTX 

g3738298 

399 

8.0e-39 

150 

55 

(AC005309) unknown protein [Arabidopsis thaliana] 
>gi_4249394 (AC006072) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 



33511 



5070 



Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



II • 

329460_1.R1040 
jC-gmro02910020e09dl 

33512 

329587_1.R1040 

g4397439 

BLASTX 

g2244915 

164 

2.0e-20 

146 

36 

(Z97339) strong homology to reverse transcriptase 
[Arabidopsis thaliana] 



33513 

329690_1.R1040 
jC-gmro02910022f05dl 

33514 

329775_1.R1040 
jC-gmro02910022fl0al 

33515 

329828_1.R1040 
jC-gmro02910023a08al 

33516 

329830_1.R1040 
jC-gmro02910023b08al 

33517 

329919_1.R1040 
jC-gmro02910023f03dl 

33518 

330002_1.R1040 
jC-gmro02910024b08dl 

33519 

330066J..R1040 

jC-gmro02910024fl0al 

BLASTX 

g3395431 

340 

7.0e-32 

92 
68 

(AC004683) unknown protein 
33520 

330120_1.R1040 
jC-gmro02910051h03dl 



[Arabidopsis thaliana] 



33521 

330137JL.R1040 
jC-gmro02910025a04al 



5071 



II 



Seq. No. 


33522 


Contig ID 


330191_1.R1040 


5 '-most EST 


uC-gmrominsoy320a01bl 


Method 


BLASTX 


NCBI GI 


g4006908 


BLAST score 


226 


E value 


9.0e-19 


Match length 


107 


% identity 


44 


NCBI Description 


(Z99708) putative protein [Arabidopsis thaliana] 


Seq. No. 


33523 


Contig ID 


330216 1.R1040 


5' -most EST 


jC-gmst 0240004 3a09dl 


Seq. No. 


33524 


Contig ID 


330330 1.R1040 


5 T -most EST 


jC-gmro02910026e03al 


Seq. No. 


33525 


Contig ID 


330409 1.R1040 


5 '-most EST 


jC-gmro02910071a02dl 


Sea No. 


33526 


Contig ID 


330421JL.R1040 


5' -most EST 


uC-gmrominsoy028hl0bl 


Method 


BLASTX 


NCBI GI 


g3128185 


BLAST score 


332 


E value 


6.0e-31 


Match length 


171 


% identity 


47 


NCBI Description 


(AC004521) unknown protein [Arabidopsis thaliana 


Seq. No* 


33527 


Contia ID 


330422 1.R1040 


S'-most EST 


jC-gmst02400062b03dl 


Seq. No. 


33528 


Contig ID 


330427 1.R1040 


5' -most EST 


jC-gmro02910057fl2al 


Method 


BLASTN 


NCBI GI 


g2245682 


BLAST score 


192 


E value 


1.0e-104 


Match length 


411 


% identity 


87 


NPRT Dp^cri nt ion 


Glvcine max neroxidase orecursor (GMIPER1) mRNA# 




cds 


Seq. No. 


33529 


Contig ID 


330437 1.R1040 


5 '-most EST 


jC-gmro02910027b04dl 


Method 


BLASTX 


NCBI GI 


g2702272 


BLAST score 


295 



5072 



II 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No, 
Contig ID 



2.0e-26 

135 

13 

(AC003033) hypothetical protein [Arabidopsis thaliana] 



33530 

330460_1.R1040 
uC-gmrominsoyl86f llbl 

33531 

330468_1.R1040 

jC-gmro02910027e04dl 

BLASTX 

g4567249 

465 

2.0e-46 

117 

73 

(AC007070) hypothetical protein 
33532 

330486_1.R1040 
jC-gmro02910027g02dl 

33533 

330518JL.R1040 
uC-gmropic040g03bl 

33534 

330598JL.R1040 
jC-gmro02 910030b07dl 

33535 

330616JL.R1040 
jC-gmro02910071f02dl 



[Arabidopsis thaliana] 



33536 

330631_1.R1040 

jC-gmro02910030d08dl 

BLASTX 

g2346972 

235 

1.0e-19 

97 
60 

(AB006598) ZPT2-11 [Petunia x hybrida] 
33537 

330665JL.R1040 
jC-gmro02910030g03al 

33538 

330711JL.R1040 
jC-gmro02910031b04dl 

33539 

330764 1.R1040 



5073 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



jC-gmro02910031fl0dl 

BLASTX 

g3122572 

209 

1.0e-16 

93 
53 

NADH-UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir S52737 NADH dehydrogenase 

(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 
>gi_758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 
complex I subunit [Solanum tuberosum] 



Seq. No. 


33540 


Pnnt "in TT) 


330842 1 R1040 




-ir-am-rn09Q1 003?p01d1 


Mpthnd 


BLASTX 


NCBI GI 


g4417296 


BLAST score 


219 


E value 


9.0e-18 


Ma"t*r*h 1 f^nrri - !"! 


55 


§- i H on -I — i +■ \t 
o -HwXtJii U_L u_y 


67 


NCBI Description 


(AC007019) unknown protein 


Qp>rr Mo 


33541 




^?097R 1 R1040 


5 1 -most EST 


jC-gmro02910034e02dl 


ij c; y . in . 


33542 




330988 1 R1040 


5' -most EST 


jC-gmro02910034e08dl 


Method 


BLASTN 


NPRT (IT 


al370197 




55 


R 1 1 1 P 

J— 1 VCIJ-mC 


4 0e-22 


L v ia.L.cn lengun 


Z JJ 


% identity 


87 


NCBI Description 


L.japonicus mRNA for small 


Seq. No. 


33543 


Contig ID 


330996 1.R1040 


5 '-most EST 


jC-gmro02910034f02dl 


Seq. No. 


33544 


Contig ID 


331016 1.R1040 


5 T -most EST 


jC-gmro02910034g05dl 


Seq. No. 


33545 


Contig ID 


331041 1.R1040 


5 '-most EST 


jC-gmro02910071al0dl 


Seq. No. 


33546 


Contig ID 


331077 1.R1040 


5 '-most EST 


g4260395 


Method 


BLASTX 


NCBI GI 


g4220541 



RAB8E 



5074 



II • 



BLAST score 


315 


E value 


2.0e-39 


Match length 


237 


% identity 


47 


NCBI Description 


(AL035356) Rab geranylgeranyl transferase like protein 




f Arabi doD^is thalianal 


Sea No 


33547 


Contia ID 


331106 1.R1040 


5' -most EST 


jC-gmro02910036al0al 


Method 


BLASTX 


NCBI GI 


g2130080 


BLAST score 


338 


E value 


4.0e-32 


Match length 


89 


% identity 


73 


NCBI Description 


Nrampl protein - rice >gi_1470320_bbs__1774 41 (S81897) 




OsNrampl—Nrampl hoitiolog/Bcg product homolog [Oryza sativa, 




indica, cv. IR 36, etiolated shoots. Peptide, 517 aa] 




[Oryza sativa] >gi 2231132 (L41217) integral membrane 




protein [Oryza sativa] 


Seq • No . 


33548 


Contia ID 


331114 1 R1040 


5 1 -most EST 


jC-gmro02910036h01dl 


Method 


BLASTX 


NCBI GI 


g4490736 


BLAST score 


149 


l_j V d J_ u. c 




Match lencrth 


50 


% identity 


60 


NCBI Description 


(AL035708) putative protein [Arabidopsis thaliana] 


Seq. No. 


33549 


Contig ID 


331153 1.R1040 


5 '-most EST 


jC-gmro02910036f03al 


Seg. No. 


33550 


Contia ID 


331191 1 R1040 


5 ' -most EST 


-iC-amro02910036a07al 


Sea. No. 


33551 


Contia ID 


331310 1 R1040 


5 '-most EST 


jC-gmro02 910037f llal 


Method 


BLASTX 


NCBI GI 


g3142295 


BLAST score 


302 


E value 


3.0e-27 


Match length 


122 


% identitv 


25 


NCBI Description 


f AC002 411^ St rnncr STTrnlrJTitv to nh n ^nhnri hn^vl flnthrflni 1 at p 

\ --^w w w ^ -l. -l. / kj u> j. -i_j.il j — i_ ci j — i_ l. y i_ •w' uiiw ok/iiw _i_ >_/ v_y y J— qii i_,_>x -L clx i -t — l. d u> 




transferase gb D8 6180 from Pisum sativum. [Arabidopsis 




thaliana] 


Seq. No. 


33552 


Contig ID 


331468 1.R1040 


5' -most EST 


jC-gmro02910039b04dl 



5075 



II 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq, No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



33553 

331526JL.R1040 
uC-gmropic057a04bl 

33554 

331534_1.R1040 
jC-gmro02910039el0dl 

33555 

331667_1.R1040 
fC-gmro700864430d3 

33556 

331711_1.R1040 

jC-gmro02910040hl0dl 

BLASTX 

gl771160 

249 

3.0e-21 

68 
72 

(X98929) SBT1 [Lycopersicon esculentum] 
>gi_3687305_emb_CAA06999_ (AJ006378) subtilisin-like 
protease [Lycopersicon esculentum] 

33557 

331718_1.R1040 

g4396669 

BLASTX 

gl354510 

364 

1.0e-34 

88 

80 

(U55205) HAL2-like protein [Arabidopsis thaliana] 
33558 

331728__1.R1040 
g5057699 

33559 

331748_1.R1040 
jC-gmro02910041021al 

33560 

331900JL.R1040 
jC-gmro02910046blldl 

33561 

331913J..R1040 

jC-gmro0291004 6c07dl 

BLASTX 

g2961357 

1217 

1.0e-134 
322 



5076 



% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq, No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 



73 

(AL022140) putative protein [Arabidopsis thaliana] 
33562 

332021JL.R1040 
jC-gmro02910047a02dl 

33563 

332047_1.R1040 
jC-gmro02910047g02dl 

33564 

332068JL.R1040 
jC-gmro02910068f04dl 

33565 

332071JL.R1040 

jC-gmro02910047e02al 

BLASTX 

gl888357 

742 

7.0e-7 9 

200 
69 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA724 32__ (Y117 67) alpha-mannosidase 
precursor [Arabidopsis thaliana] 

33566 

332107JL.R1040 
jC-gmro02910047h04al 

33567 

332126JL.R1040 
uC-gmropic074ellbl 

33568 

332170_1.R1040 
jC-gmro02910048e03dl 

33569 

332193J..R1040 
jC-gmro02910048f09dl 

33570 

332201_1.R1040 
jC-gmro02910048g03dl 

33571 

332231_1.R1040 
jC-gmro02910049a07dl 

33572 

332266JL. R1040 
jC-gmst02400031e03dl 



Seq. No. 



33573 



5077 



Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



332280JL.R1040 

uC-gmrominsoy095bl2bl 

BLASTX 

g3342798 

268 

1.0e-23 

70 

73 

(AF061240) glutamine cyclotransferase precursor [Carica 
papaya] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



33574 

332324_1.R1040 

jC-gmro02910050b07dl 

BLASTX 

g3202038 

428 

4.0e-42 

113 

69 

(AF069322) permease 1 [Mesembryanthemum crystallinum] 
33575 

332400_1.R1040 
jC-gmro02910051bl0dl 



Seq. No. 
Contig ID 
5 '-most EST 



33576 

332470_1.R1040 
jC-gmro02910051f05dl 



Seq. No. 
Contig ID 
5' -most EST 



33577 

332621_1.R1040 

f C-gmr o7 0 0 8 6 8 5 1 9d3 



Seq. No. 
Contig ID 
5 '-most EST 



33578 

332631_1.R1040 
fC-gmro7000764393rl 



Seq. No. 
Contig ID 
5' -most EST 



33579 

332686_1.R1040 
jC-gmro02910054gl0al 



Seq. No. 
Contig ID 
5 '-most EST 



33580 

332720J..R1040 
jC-gmro02910056e01al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33581 

332814_1.R1040 

uC-gmronoir050e02bl 

BLASTX 

gl946371 

358 

4.0e-34 

101 

68 

(U93215) regulatory protein Viviparous-1 isolog 
[Arabidopsis thaliana] 



5078 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33582 

332911_1.R1040 

jC-gmro02910060a08dl 

BLASTN 

gl524177 

94 

2.0e-45 

186 

88 

M.sativa mRNA for proteasome subunit 
33583 

332916_1.R1040 

g4298124 
BLASTX 
g2344900 
260 

2.0e-22 

57 

81 

(AC002388) ERE BP isolog [Arabidopsis thaliana] 
33584 

333076_1.R1040 

jC-gmro02910061c01dl 

BLASTX 

g2576363 

396 

2.0e-38 

133 

57 

(U39783) amino acid transport protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33585 

333129JL.R1040 

uC-gmrominsoy!97cl2bl 

BLASTX 

g2224931 

292 

3.0e-26 

108 

56 

(AF004215) 
thaliana] 



ethylene-insensitive3-like3 [Arabidopsis 



Seq. No. 

Contig ID 
5' -most EST 



33586 

333553__2.R1040 
jC-gmst02400020d09al 



Seq. No, 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



33587 

333630_1.R1040 
jC-gmro02910065f08dl 

33588 

333638 1.R1040 



5079 



5 T -most EST 



jC-gmro02910065g03al 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33589 

333639JL.R1040 

jC-gmro02910065g03dl 

BLASTX 

g4512660 

142 

2.0e-14 

87 
46 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_J544467_gb_AAD22374.1_AC006580_6 (AC006580) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33590 

333749_1.R1040 

g5666807 

BLASTX 

g2262117 

412 

7.0e-40 
228 

43 , 

(AC002343) auxin inducible protein isolog [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



33591 

333788_1.R1040 
jC-gmro02910067b07dl 



Seq. No. 

Contig ID 
5 T -most EST 



33592 

333841_1.R1040 
jC-gmst02400055g02al 



Seq. No. 
Contig ID 
5' -most EST 



33593 

333841_2.R1040 
jC-gmro02910067d05dl 



Seq. No. 
Contig ID 
5' -most EST 



33594 

333882_1.R1040 
jC-gmro02910067f07al 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33595 

333965_1.R1040 

jC-gmro02910068c02al 

BLASTX 

g2673916 

188 

6.0e-14 

51 

73 

(AC002561) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



33596 

334010JL.R1040 
jC-gmro02910068f02al 



5080 



II 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006856 

442 

1.0e-43 

163 

30 

(Z99707) receptor kinase-like protein [Arabidopsis 
thaliana] 

33597 

334082_1.R1040 
fC-gmle700555604r2 

33598 

334096_1.R1040 
jC-gmro02910069d07al 

33599 

334123_1.R1040 

jC-gmro02910069f07al 

BLASTN 

g3510347 

52 

4.0e-20 

92 

89 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MSJ11, complete sequence [Arabidopsis thaliana] 

33600 

334151JL.R1040 

jC-gmro02910069hl0dl 

BLASTX 

g!491617 

270 

1.0e-23 

82 
67 

(X99952) peroxidase [Arabidopsis thaliana] 
33601 

334213JL.R1040 
jC-gmro02 910071h04al 

33602 

334269JL.R1040 

jC-gmro02910071al2dl 

BLASTX 

g2262111 

194 

9.0e-15 

76 

50 

(AC002343) ribitol dehydrogenase isolog [Arabidopsis 
thaliana] 



Seq. No. 



33603 



5081 



II 



Contia ID 


334274 1.R1040 


5 '-most EST 


jC-gmro02910071c04al 


Method 


BLASTX 


NCBI GI 


g3367587 


BLAST score 


281 


E value 


6. Oe-25 


Match length 


152 


% identity 


40 


NCBI Descriotion 


(AL031135) putative protein [Arabidopsis thaliana] 


Sea No 


33604 


Contia ID 


334327 1.R1040 


5 ? -most EST 


jC-gmro02910071dl2dl 


Method 


BLASTX 


NCBI GI 


g2827623 


BLAST score 


667 


E value 


6.0e-70 


Match length 


142 


% identity 


89 


NCBI Description 


(AL021636) putative protein [Arabidopsis thaliana] 


Sea No 


33605 

+s -^y \J \J ^ 


Contig ID 


334376 1.R1040 


5' -most EST 


jC-gmro02910071g05al 


Sea No 


33606 

\j \J \J 


Contig ID 


334483 1.R1040 


5 1 -most EST 


-iC-omst02400009a04dl 


Sea No 


33607 


Contia ID 


334621 1 R1040 


5 '-most EST 


jC-gmro02 91007 4c02dl 


Method 


BLASTX 


NCBI GI 


g4218113 


BLAST score 


144 


E value 


7.0e-14 


Match lenath 


56 




80 


NCBI Description 


(AL035353) xyloglucan endotransglycosylase-like prot 




[Arabidopsis thaliana] 


Seg. No. 


33608 


Contia ID 


334751 1.R1040 


S ' -TTlOc;1- RST 


yiLLO L. \J £.'rx \J \J \J U Jill UU1 




JJUU J 


font" in TD 


^4ft SR 1 R1 040 


5 '-most EST 


i C-amst 024 0 0 001a0 9dl 


Method 


BLASTX 


NCBI GI 


g2191135 


BLAST score 


234 


E value 


2.0e-19 


Match length 


117 


% identity 


39 


NCBI Description 


(AF007269) A_IG002N01 . 14 gene product [Arabidopsis 




thaliana] 



5082 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Se^.' No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33610 

334879JL.R1040 
jC-gmst02400001bl2al 

33611 

334883_1.R1040 
jC-gmst02400001c02al 

33612 

334968JL.R1040 

jC-gmst02400001hlOal 

BLASTN 

gl69048 

147 

9.0e-77 

387 

85 

Pea farnesyltransferase beta-subunit mRNA, complete cds 
33613 

335005_1.R1040 
uC-gmrominsoy309allbl 

33614 

335024_1.R1040 
jC-gmst02400002d08dl 

33615 

335055_1.R1040 
jC-gmst02400002g02al 

33616 

335073_1.R1040 
jC-gmst02400002h!0dl 

33617 

335174_1.R1040 
jC-gmst024 00004b09dl 

33618 

335284_1.R1040 
jC-gmst02400005c07al 

33619 

335386_1.R1040 
jC-gmst02400006c05al 

33620 

335403_1.R1040 

jC-gmst02400006d08dl 

BLASTX 

g2462781 

217 

2.0e-17 

51 

75 

(U73175) carbamoyl phosphate synthetase small subunit 



5083 



II 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
33621 

335427_1.R1040 
jC-gmst02400020db06dl 

33622 

335428JL.R1040 
jC-gmst02400006g01al 

33623 

335429J..R1040 
jC-gmst02400006g01dl 

33624 

335484_1.R1040 

jC-gmst02400007b09dl 

BLASTX 

g3256035 

202 

1.0e-15 

77 
49 

(Y14274) 
bicolor] 



putative serine/threonine protein kinase [Sorghum 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5* -most EST 



33625 

335487_1.R1040 
fC-gmro700566572d3 

33626 

335507_1.R1040 
jC-gmst02400007d07dl 

33627 

335541_1.R1040 
jC-gmst02400007f07al 

33628 

335557^1. R1040 
jC-gmst02400007g09dl 

33629 

335564_1.R1040 

jC-gmst02400007h05dl 

BLASTX 

g2098575 

185 

1.0e-13 

44 
75 

(AC002115) F25451_2 [Homo sapiens] 
33630 

335572JL.R1040 
jC-gmst02400077e05dl 
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Seq. No. 

Contig ID 
5 1 -most EST 

Seq, No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33631 

335630JL.R1040 
jC-gmst02400008d04dl 

33632 

335732JL.R1040 

jC-gmst02400009b03dl 

BLASTX 

g3080433 

290 

5.0e-26 

140 

46 

(AL022605) 
thaliana] 



putative gamma-glutamyltransf erase [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



33633 

335810JL.R1040 
jC-gmst02400017cllal 

33634 

335885_1.R1040 
jC-gmst02400011a08dl 

33635 

336036_1.R1040 
jC-gmst02400027h05dl 

33636 

336078JL.R1040 
jC-gmst02400014bllal 

33637 

336162_1.R1040 

uC-gmrominsoy299f 04bl 

BLASTX 

g2598575 

354 

8.0e-34 

98 

65 

(Y15293) MtN21 [Medicago truncatula] 



33638 

336172JL.R1040 

jC-gmst02400014g03al 

BLASTX 

g3341687 

170 

8.0e-12 

66 

53 

(AC003672) putative ras protein 



[Arabidopsis thaliana] 



33639 

336203_1.R1040 
jC-gmst02400014h07al 



5085 



o 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33640 

336206_1.R1040 

jC-gmst024 00014h09al 

BLASTX 

gl621463 

545 

8.0e-56 

104 

89 

(U73104) laccase [Liriodendron tulipifera] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33641 

336219JL.R1040 

jC-gmst02400015allal 

BLASTX 

g3033391 

265 

4.0e-23 

138 

38 

(AC004238) 
thaliana] 



putative amino acid transporter [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



33642 

336220_1.R1040 
jC-gmst02400015alldl 



Seq. No. 
Contig ID 
5' -most EST 



33643 

336276JL.R1040 
jC-gmst02400015e04al 



Seq. No. 

Contig ID 
5* -most EST 



33644 

336476_JL.R1040 
jC-gmst02400017bl2al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33645 

336483JL.R1040 

jC-gmst02400017c03dl 

BLASTX 

g4099090 

379 

2.0e-36 

101 

70 

(U83178) unknown [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



33646 

336508_1.R1040 
g5752853 



Seq. No. 
Contig ID 
5 1 -most EST 
Method 
NCBI GI 
BLAST score 



33647 

336536JL.R1040 

fC-gmle7000786711dl 

BLASTX 

g3805845 

230 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 



II 



5.0e-19 

64 
66 

(AL031986) putative protein [Arabidopsis thaliana] 
33648 

336562_1.R1040 
jC-gmst02400068f05dl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 



33649 

336593_1.R1040 
jC-gmst02400033h01dl 

33650 

336627_2.R1040 
jC-gmst02400018c09al 

33651 

336637JL.R1040 
uC-gmronoir008cllbl 

33652 

336699_1.R1040 

jC-gmst02400045el0al 

BLASTX 

g2980790 

156 

3.0e-10 

101 

44 

(AL022197) hypothetical protein [Arabidopsis thaliana] 
33653 

336781JL.R1040 
jC-gmst02400020de04dl 

33654 

336789_1.R1040 
jC-gmst02400020f02al 

33655 

336855_1.R1040 
g5752695 

33656 

336859_1.R1040 
jC-gmst02400045g09dl 

33657 

336900_1.R1040 
jC-gmst02400023d09dl 

33658 

336944_1.R1040 

jC-gmst02400023f03al 

BLASTX 

g4454056 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



II 



298 

5.0e-27 

66 

85 

(AJ000930) ClpP [Arabidopsis thaliana] 
33659 

336970_1.R1040 

jC-gmst02400033dlldl 

BLASTX 

g3451065 

175 

1.0e-12 

32 
94 

(AL031326) 
thaliana] 



water channel - like protein [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



33660 

337003_1.R1040 
jC-gmst02400023hl2dl 

33661 

337171_1.R1040 

jC-gmst02400026b05al 

BLASTX 

g3522938 

188 

5. 0e-23 

132 

63 

(AC004411) unknown protein [Arabidopsis thaliana] 
33662 

337195_1.R1040 
jC-gmst02400026c06al 

33663 

337251JL.R1040 
jC-gmst02400026f01al 

33664 

337289JL.R1040 

jC-gmst02400026h06al 

BLASTX 

g2244878 

489 

4.0e-49 

193 

57 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
33665 

337337_1.R1040 
jC-gmst02400027bllal 



Seq. No. 



33666 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



337441_l.R104O 

uC-gmrominsoy093hl2bl 

BLASTX 

g3298544 

452 

8.0e-45 

201 
57 

(AC004681) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



33667 

337446_1.R1040 
jC-gmst02400027h03al 



Seq. No. 

Contig ID 
5' -most EST 



33668 

337465JL.R1040 
jC-gmst02400028b05al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33669 

337503_1.R1040 

jC-gmst02400028dl0al 

BLASTX 

g3702340 

375 

9.0e-36 

215 

39 

(AC005397) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33670 

337613_1.R1040 

jC-gmst02400029e01al 

BLASTX 

g3776559 

699 

6.0e-74 

165 

77 

(AC005388) Strong similarity to gene F14J9.26 gi_3482933 
cdc2 protein kinase homolog from A. thaliana BAC 
gb_AC003970. ESTs gb_Z35332 and gb_F19907 come from this 
gene. [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



33671 

337662_1.R1040 
g5677286 



Seq. No. 
Contig ID 
5 '-most EST 



33672 

337706JL.R1040 
jC-gmst02400030al2al 



Seq. No. 
Contig ID 
5 '-most EST 



33673 

337708_1.R1040 
jC-gmst02400030b01al 



Seq. No. 

Contig ID 



33674 

337710 1.R1040 



5089 



II 



5 T -most EST 


jC-gmst02400030b02al 


Seq. No. 


33675 


Contig ID 


337737_1.R1040 


5 T -most EST 


jC-gmst02400030f 06al 


Seq. No. 


33676 


Contig ID 


337763 1.R1040 


5' -most EST 


jC-gmst02400030g04dl 


Seq. No. 


33677 


Contig ID 


337777 1.R1040 


5' -most EST 


jC-gmst02400030h04dl 


Method 


BLASTN 


NCBI GI 


g747979 


BLAST score 


35 


E value 


5.0e-10 


Match length 


47 


% identity 


94 


NCBI Description 


Nicotiana tabacum UMP 


Seq. No. 


33678 


Contig ID 


337788 1.R1040 


5' -most EST 


jC-gmst02400031a02dl 


Seq. No. 


33679 


Contig ID 


337951 1.R1040 


5 '-most EST 


jC-gmst02400032b03dl 


Method 


BLASTX 


NCBI GI 


g3047089 


BLAST score 


207 


E value 


3.0e-16 


Match length 


97 


% identity 


47 


NCBI Description 


(AF058826) contains s 



-6) mRNA, partial cds 



synthases [Arabidopsis thaliana] 

Seq. No. 33680 

Contig ID 338030_1.R1040 

5 '-most EST jC-gmst02400032f 08dl 

Seq. No. 33681 

Contig ID 338060_1 . R1040 

5 '-most EST jC-gmst02400032h07dl 

Seq. No. 33682 

Contig ID 338065_1 .R1040 

5' -most EST jC-gmst02400032hl2dl 

Seq. No. 33683 

Contig ID 338082_1 . R1040 

5' -most EST jC-gmst02400033a08dl 

Seq. No. - 33684 

Contig ID 338091_1 .R1040 

5' -most EST jC-gmst02400033b03dl 



pseudouridylate 
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Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



H 

33685 

338112JL.R1040 
jC-gmst02400033c05dl 

33686 

338180_1.R1040 
jC-gmst02400033g03dl 

33687 

338188JL.R1040 
jC-gmst02400033g08dl 

33688 

338192_1.R1040 

jC-gmst02400033gl2dl 

BLASTN 

g499067 

265 

1.0e-147 

301 

97 

G.max gmr2 gene 
33689 

338204J..R1040 
jC-gmst02400033h08al 

33690 

338269JL.R1040 
jC-gmst02400036alld2 

33691 

338281_1.R1040 
jC-gmst02400036blld2 

33692 

338526JL.R1040 
jC-gmst02400040bl2al 

33693 

338748JL.R1040 
jC-gmst0240004 9e08dl 

33694 

338812_1.R1040 
jC-gmst02400043h05dl 

33695 

338830JL.R1040 
jC-gmst 024 0004 4a06al 

33696 

338831JLR1040 
jC-gmst02400044a06dl 

33697 

338843_1.R1040 

5091 



# 



5' -most EST 



jC-gmst02400044b04dl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33698 

338896J..R1040 

jC-gmst02400044f01dl 

BLASTX 

g3063445 

118 

2.0e-14 

104 
37 

(AC003981) F22013.7 [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
5 1 -most EST 



33699 

338929_1.R1040 
jC-gmst02400044h02dl 



Seq. No. 

Contig ID 
5' -most EST 



33700 

339048_1.R1040 
jC-gmst0240004 6a03dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33701 

339074JL. R1040 

g4305020 

BLASTX 

g3169178 

523 

5.0e-53 

259 

41 

(AC004401) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 


33702 


Contig ID 


339079 1.R1040 


5 '-most EST 


jC-gmst0240004 6c08dl 


Seq. No. 


33703 


Contig ID 


339257 1.R1040 


5' -most EST 


jC-gmst02400047g03dl 


Seq. No. 


33704 


Contig ID 


339262 1.R1040 


5' -most EST 


jC-gmst02400047h05al 


Seq. No. 


33705 


Contig ID 


339265 1.R1040 


5' -most EST 


jC-gmst02400047h07al 


Seq. No. 


33706 


Contig ID 


339302 1.R1040 


5 '-most EST 


jC-gmst02400048bl0al 


Method 


BLASTX 


NCBI GI 


g3582340 


BLAST score 


146 


E value 


2.0e-09 


Match length 


90 


% identity 


41 



5092 



# 



NCBI Description (AC0054 96) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33707 

339552_1.R1040 

uC-gmronoir04 6g03bl 

BLASTX 

g4512705 

820 

2.0e-93 

203 
88 

(AC006569) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

33708 

339613_1.R1040 

jC-gmst02400050gllal 

BLASTX 

g4455275 

266 

3.0e-23 

121 

48 

(AL035527) putative protein [Arabidopsis thaliana] 
33709 

339617_1.R1040 
jC-gmst02400071f06dl 

33710 

339656JL.R1040 
jC-gmst02400051b09dl 

33711 

339670_1.R1040 

uC-gmflminsoy008gllbl 

BLASTX 

g4457221 

237 

2.0e-19 

88 

55 

(AF127797) putative bZIP DNA-binding protein [Capsicum 
chinense] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5* -most EST 
Method 



33712 

339684_1.R1040 
jC-gmst02400051cl2al 

33713 

339986_1.R1040 
jC-gmst02400053f06al 

33714 

340111_1.R1040 

jC-gmst02400054e06dl 

BLASTX 



5093 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3335339 
161 

8.0e-ll 

106 
36 

(AC004512) Contains similarity to MADS-box protein AGL3 
gb_U81369 from A. thaliana. [Arabidopsis thaliana] 

33715 

340137JL.R1040 

uC-gmropic008e06bl 

BLASTN 

g2598656 

52 

3.0e-20 

100 

93 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
33716 

340162_1.R1040 
g4396083 

33717 

340366_1.R1040 
g5509055 

33718 

340398_1.R1040 

jC-gmst02400056f04al 

BLASTX 

g818849 

599 

4.0e-62 

161 

67 

(U25430) nucleotide pyrophosphatase precursor [Oryza 
sativa] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33719 

340450_1.R1040 
jC-gmst02400057a05dl 

33720 

340520_1.R1040 
jC-gmst02400057dlldl 

33721 

340629_1.R1040 

jC-gmst02400058b05al 

BLASTN 

g4567193 

39 

1.0e-12 

202 

85 

Arabidopsis thaliana chromosome II BAC T2 6C19 genomic 



5094 



sequence, complete sequence 



Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 

Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



33722 

340648_1.R1040 
fC-gmse700754614d2 

33723 

340682_1.R1040 

jC-gmst02400058e06dl 

BLASTX 

g3023721 

196 

8.0e-15 

114 

39 

FLOWERING TIME CONTROL PROTEIN FCA 

>gi_2204095_emb_CAB05391__ (Z82992) FCA gamma [Arabidopsis 
thaliana] 

33724 

340719_1.R1040 

jC-gmst02400058h01al 

BLASTX 

gll2717 

155 

4.0e-10 

53 

62 

21 KD PROTEIN PRECURSOR (1.2 PROTEIN) >gi_82050_pir S10911 

hypothetical protein precursor - carrot 

>gi_18312_emb_CAA36642_ (X52395) precursor polypeptide (AA 
-22 to 171) [Daucus carota] 

33725 

340790_1.R1040 
jC-gmst02400060b05dl 

33726 

340944_1.R1040 
jC-gmst02400061cl0dl 

33727 

341021JL.R1040 
fC-gmst700892334r4 

33728 

341035_1.R1040 
jC-gmst02400062al0dl 

33729 

341095_1.R1040 
jC-gmst02400062el0dl 

33730 

341111_1.R1040 
jC-gmst02400062f!0al 



5095 



Seq. No. 


33731 


Contig ID 


341174_1.R1040 


5' -most EST 


jC-gmst02400063b01dl 


Seq. No. 


33732 


Contig ID 


341201 1.R1040 


5 T -most EST 


jC-gmst02400063c06al 


Seq. No. 


33733 


Contig ID 


341299 1.R1040 


5 1 -most EST 


jC-gmst02400063h08al 


Method 


BLASTN 


NCBI GI 


g4567259 


BLAST score 


40 


E value 


5. Oe-13 


Match length 


68 


% identity 


90 


NCBI Description 


Arabidopsis thaliana 




sequence, complete s< 


Seq. No. 


33734 


Contia ID 


341349 1.R1040 


5 '-most EST 


jC-gmst02400064dl0dl 


Method 


BLASTX 


NCBI GI 


g4049344 


BLAST score 


172 


E value 


3. 0e-12 


Match lencrth 


56 


% identity 


66 


NCBI Description 


(AL034567) putative 


Seq. No. 


33735 


Contig ID 


341396 1.R1040 


5' -most EST 


jC-gmst02400065a07a2 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33736 

341417_1.R1040 

jC-gmst02400065b09a2 

BLASTX 

g2062174 

253 

1.0e-21 

53 
87 

(AC001645) 
thaliana] 



transcription factor (TINY) isolog [Arabidopsis 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33737 

341444_1.R1040 

jC-gmst02400065d01dl 

BLASTX 

gl076531 

325 

6.0e-30 

64 

89 

hypothetical protein, pollen allergen homolog 



garden pea 



5096 



Seq. No. 
Contig ID 
5' -most EST 



>gi_2129891_pir S65056 pollen allergen homolog precursor 

(clone PPA1) - garden pea >gi_732905_emb_CAA59470_ (X85187) 
homology with pollen allergens [Pisum sativum] 

33738 

341479_1.R1040 
jC-gmst02400078a08al 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



33739 

341662_1.R1040 
jC-gmst02400066g09a2 

33740 

341694__1.R1040 

jC-gmst02400067a03dl 

BLASTX 

g3668088 

409 

5.0e-40 

93 

76 

(AC004667) G9a-like protein [Arabidopsis thaliana] 
33741 

341752_1.R1040 
jC-gmst 024000 67e03al 

33742 

341893_1.R1040 
jC-gmst02400069a03al 



Seq. No. 
Contig ID 
5' -most EST 



33743 

341918__1.R1040 
jC-gmst02400069cl0al 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33744 

341962JL.R1040 

jC-gmst02400069g07al 

BLASTX 

g2191152 

745 

5.0e-79 

223 

64 

(AF007269) A_IG002N01 . 31 gene product [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



33745 

341981JL.R1040 
jC-gmst02400070a07dl 

33746 

341983JL.R1G40 
jC-gmst02400070b09al 

33747 

341996 1.R1040 



5097 



5 T -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
'5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 



jC-gmst02400070b09dl 
33748 

342045JL.R1040 
jC-gmst02400070elldl 

33749 

342118JL.R1040 

uC-gmropic061h07bl 

BLASTX 

g3176726 

864 

4.0e-93 

220 
71 

(AC002392) putative serine proteinase [Arabidopsis 
thaliana] 

33750 

342120_1.R1040 

g5677163 

BLASTX 

g3004564 

153 

6.0e-10 

89 

40 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 

33751 

342159J..R1040 
jC-gmst02400071e01al 

33752 

342173_1.R1040 

jC-gmst02400071elldl 

BLASTX 

g3860273 

451 

6.0e-45 

108 

71 

(AC005824) hypothetical protein [Arabidopsis thaliana] 
>gi_4314398_gb_AAD15608_ (AC006232) hypothetical protein 
[Arabidopsis thaliana] 

33753 

342224JL.R1040 
jC-gmst02400071h08dl 

33754 

342557_1.R1040 

jC-gmst02400074b08dl 

BLASTX 

g3201656 

181 



5098 



E value 
Match length 
% identity 
NCBI Description 

Seq. No, 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-13 

131 
37 

(AF005933) galactokinase [Lactobacillus casei] 
33755 

342668JL.R1040 

jC-gmst02400074h03al 

BLASTX 

g3445238 

437 

4.0e-43 

193 

48 

(AL022347) putative protein [Arabidopsis thaliana] 
>gi_3451059_emb_CAA20455.1_ (AL031326) putative protein 
[Arabidopsis thaliana] 

33756 

342679_1.R1040 

jC-gmst02400074h09al 

BLASTX 

g4206197 

534 

1.0e-54 

130 

43 

(AF071527) putative pre-mRNA splicing factor [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq, No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33757 

342775_1.R1040 
uC-gmrominsoyll6bO 9b 1 

33758 

342824_1.R1040 
jC-gmst02400076f02al 

33759 

342843JL.R1040 
jC-gmst 0240007 6g03dl 

33760 

342956_1.R1040 
jC-gmst02400077e06dl 

33761 

343146JL.R1040 

fC-gmst700652684al 

BLASTX 

g520582 

237 

7.0e-20 

67 

69 

(D37796) Ids3 [Hordeum vulgare] 



5099 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33762 

343160J..R1040 
fC-gmfl700862926r4 

33763 

343179_1.R1040 
fC-gmse7008 62729r4 

33764 

343192_1.R1040 
fC-gmfl700863558r3 

33765 

343228_1.R1040 

fC-gmle700874601rl 

BLASTX 

g282881 

385 

4.0e-37 

130 

55 

receptor-like protein kinase precursor - Arabidopsis 
thaliana >gi_166846 (M84658) receptor-like protein kinase 
[Arabidopsis thaliana] 

33766 

343337_1.R1040 
fC-gmfl700902285r4 

33767 

343351_1.R1040 
fC-gmfl700906289r2 

33768 

343351_4.R1040 
fC-gmro700744539r3 

33769 

343439JL.R104G 
fC-gmfl700904235d2 

33770 

343537JL.R1040 
fC-gmse700669533r3 

33771 

343562JL. R1040 

g4260372 

BLASTN 

g3510340 

33 

7.0e-09 

141 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MDN11, complete sequence [Arabidopsis thaliana] 



5100 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33772 

343566_1.R1040 
fC-gmfl700904815r2 

33773 

343839_1.R1040 
fC-gmro700867181r5 

33774 

343856JL.R1040 
fC-gmfl700906093r5 

33775 

343870_1.R1040 
fC-gmfl700906121r2 

33776 

343881J..R1040 

fC-gmfl700906134r2 

33777 

343895JL.R1040 
fC-gmfl700906171r2 

33778 

343916JL.R1040 
fC-gmfl700906377r2 

33779 

343927_1.R1040 
fC-gmfl700906435r2 

33780 

343938_1.R1040 
fC-gmfl700906442r6 

33781 

344084_1.R1040 
fC-gmle7000740015dl 

33782 

344112_1.R1040 

fC-gmle7000740866rl 

BLASTX 

g4115914 

389 

2.0e-37 

109 

64 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=297.8, E=1.3e-85, 
N=l) [Arabidopsis thaliana] >gi_4539410_emb_CAB40O43 . 1_ 
(AL04 9524) putative Fe ( II ) /ascorbate oxidase [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 



33783 

344116 1.R1040 



5101 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



fC-gmle7000740910rl 
33784 

344144JL.R1040 
fC-gmle7000741294rl 

33785 

344207_1.R1040 

fC-gmse700758 907a2 

BLASTX 

g2569940 

302 

2.0e-27 

132 

49 

(Y15194) GRS protein [Arabidopsis thaliana] 
33786 

344281_1.R1040 
fC-gmle700763807d4 

33787 

344285_1.R1040 

fC-gmle7000763827rl 

BLASTX 

g3192042 

283 

3.0e-25 

111 
55 

(AL023796) phosphoglucomutase [Schizosaccharomyces pombe] 
33788 

344313_1.R1040 

fC-gmle700786228d4 

BLASTX 

gl076269 

182 

3.0e-13 
56 
57 

pullulanase 
pullulanase 



- spinach >gi_634 093_emb_CAA58803_ (X83969) 
[Spinacia oleracea] 



33789 

344347_1.R1040 

fC-gmro700567008r2 

BLASTX 

gll55255 

340 

8.0e-32 

119 
57 

(U39228) beta-glucosidase [Prunus avium] 
33790 

344362 1.R1040 



5102 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



CI 

fC-gmle700553715d4 

BLASTX 

g3885336 

219 

1.0e-17 

97 

44 

(AC005623) receptor-like 
thaliana] 

33791 

344373_1.R1040 
fC-gmle700553863r4 

33792 

344466_1.R1040 
fC-gmle700555826d3 

33793 

344470_1.R1Q40 
fC-gmle700555866r2 

33794 

344517_1.R1040 
fC-gmle700557003d3 

33795 

344577JL.R1040 
fC-gmle700557575d3 

33796 

344599_1.R1040 
fC-gmle700557833d3 

33797 

344756JL.R1040 
fC-gmle700560105bl 

33798 

344759_1.R1040 
fC-gmle700560163r2 

33799 

344799_1.R1040 
fC-gmle700742959r4 

33800 

344808_1.R1040 
fC-gmle700681442r4 

33801 

344836_1.R1040 

fC-gmle700684006fl 

BLASTX 

g2129541 

623 

5.0e-65 




ein kinase [Arabidopsis 



5103 



Match length 

% identity 

NCBI Description 



161 
73 

ATPK19 protein - Arabidopsis thaliana >gi_914079_bbs_160872 
ATPK19=ribosomal-protein S6 kinase homolog [Arabidopsis 
thaliana, Peptide, 471 aa] >gi_867 995_dbj_BAA07 661_ 
(D42061) ribosomal-protein S6 kinase homolog [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5' -most EST 



33802 

344925_1.R1040 
fC-gmle700739091r3 



Seq. No. 
Contig ID 
5 '-most EST 



33803 

344949_1.R1040 
fC-gmle700739616r4 



Seq. No. 

Contig ID 
5 '-most EST 



33804 

344956JL.R1040 
fC-gmle700739771f2 



Seq. No. 
Contig ID 
5 1 -most EST 



33805 

344962JL.R1040 
fC-gmle700739836r3 



Seq. No. 
Contig ID 
5 '-most EST 



33806 

344967JL.R1040 
fC-gmro700749355f4 



Seq. No. 
Contig ID 
5' -most EST 



33807 

344968JL.R1040 
fC-gmle700739861r3 



Seq. No* 
Contig ID 
5 '-most EST 



33808 

344993_1.R1040 
fC-gmle700740186r4 



Seq. No. 

Contig ID 
5 '-most EST 



33809 

345000_1.R1040 
fC-gmle700740303r3 



Seq. No. 
Contig ID 
5' -most EST 



33810 

345006JL.R1040 
fC-gmle700740321r3 



Seq. No. 
Contig ID 
5 '-most EST 



33811 

345012_1.R1040 
fC-gmle700740331r4 



Seq. No. 
Contig ID 
S'-most EST 



33812 

345022_1.R1040 
fC-gmle700740544r4 



Seq. No. 
Contig ID 
5 '-most EST 



33813 

345025JL.R1040 
fC-gmle700741257r3 



Seq. No. 



33814 



5104 



Contig ID 
5' -most EST 



II 

345030_2.R1040 
fC-gmle700740810r4 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 



33815 

345036_1.R1040 
fC-gmle700740866r4 

33816 

345052_1.R1040 
fC-gmle700741226r3 

33817 

345063_1.R1040 
fC-gmle700741294r3 

33818 

345076_1.R1040 
fC-gmle700741539r4 

33819 

345085JL.R1040 
fC-gmle700741958r3 

33820 

345091JL.R1040 
fC-gmle700741988r4 

33821 

345100_1.R1040 
fC-gmle700742139r4 

33822 

345109_1.R1040 
fC-gmle700742323r4 

33823 

345156_1.R1040 
fC-gmle700743339r4 

33824 

345165_1.R1040 
fC-gmle700743470r3 

33825 

345172JL.R1040 
fC-gmle700743611r4 

33826 

345178_1.R1040 
fC-gmle700743613r3 

33827 

345185JL.R1040 
fC-gmle700743672r3 

33828 

345192_1.R1040 

5105 



5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq* No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



fC-gmle700743681r3 
33829 

345202_1.R1040 
fC-gmle700743719r3 

33830 

345214JL.R1040 
fC-gmle700744058r4 

33831 

345248_1.R1040 
fC-gmse7 0007 63420dl 

33832 

345275_1.R1040 

fC-gmle700787001d6 

BLASTN 

g3334860 

125 

8.0e-64 

310 

91 

Solanum tuberosum chloroplast tRNA-Asn, tRNA-Arg genes 
33833 

345286_1.R1040 
fC-gmse700787220dl 

33834 

345303_1.R1040 
fC-gmle700788580r2 

33835 

345312_1.R1040 
fC-gmst7008 91395r2 

33836 

345314_1.R1040 

fC-gmle700789620d3 

BLASTX 

g3063691 

133 

4.0e-18 

81 

54 

(AL022537) putative protein [Arabidopsis thaliana] 
33837 

345359_1.R1040 
fC-gmst700892015d3 

33838 

345412_1.R1040 
fC-gmle700872274d7 



Seq. No. 



33839 



5106 



Contig ID 
5' -most EST 

Seq* No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



345427_2.R1040 
fC-gmro700746923r3 

33840 

345436JL.R1040 

fC-gmle700872632r3 

BLASTX 

g4314378 

425 

1.0e-41 

135 

56 

(AC006232) putative lipase [Arabidopsis thaliana] 
33841 

345540_1.R1040 

fC-gmst700894542d3 

BLASTX 

g3860020 

228 

7.0e-19 

90 

51 

(AF091091) unknown [Homo sapiens] 



33842 

345593_1.R1040 

fC-gmro7000745012rl 

BLASTX 

g!916645 

379 

3.0e-36 

113 

65 

(U71605) desacetoxyvindoline 
roseus] 



4 -hydroxylase [Catharanthus 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



33843 

345628JL.R1040 
fC-gmro7 00074 6172rl 

33844 

345671_1.R1040 
fC-gmro7000746951dl 

33845 

345718_1.R1040 
fC-gmro7000747614dl 

33846 

345721_1.R1040 
fC-gmro7000747701dl 

33847 

345732_1.R1040 
fC-gmro7000748156dl 



5107 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33848 

345748JL.R1040 

fC-gmro700748409d3 

BLASTX 

g2335097 

167 

2.0e-ll 

81 
49 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



33849 

345752JL.R1040 
fC-gmro7000748459rl 

33850 

345754JL.R1040 

fC-gmro700748475d3 

BLASTX 

gl236961 

274 

4.0e-24 
82 

60 , 

(U50201) prunasin hydrolase precursor [Prunus serotma] 

33851 

345824_1.R1040 
fC-gmro7000749638rl 

33852 

345881JL.R1040 
fC-gmro7000764345rl 

33853 

345885JL.R1040 

fC-gmro700351273gl 

BLASTX 

g2088647 

691 

9.0e-73 

246 

54 

(AF002109) hypothetical protein [Arabidopsis thaliana] 
>gi_J3158394 (AF036340) LRR-containing F-box protein 
[Arabidopsis thaliana] 

33854 

345889JL.R1040 

fC-gmro700449492d2 

BLASTX 

g549750 

319 

6.0e-29 

196 

36 



5108 



NCBI Description 



HYPOTHETICAL 29.4 KD PROTEIN IN STE6-LOS1 INTERGENIC REGION 

>gi_539221_pir S38045 hypothetical protein YKL207w - yeast 

(Saccharomyces cerevisiae) >gi_486369_emb_CAA82052_ 
(Z28207) ORF YKL207w [Saccharomyces cerevisiae] 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 1 -most EST 



33855 

345904_1.R1040 
fC-gmro700561429d7 



33856 

346038_1. 

g5666824 

BLASTX 

g3879918 

162 

4.0e-ll 

62 

50 

(Z74043) 



R1040 



Similarity to Human beta-galactosidase 



( SW : BGAL_HUMAN ) [Caenorhabditis elegans] 
33857 

346064_1.R1040 
fC-gmro700565227r2 

33858 

346103__1.R1040 
fC-gmro700565834r2 

33859 

346127JL.R1040 

fC-gmro700566777rl 

BLASTN 

g971167 

164 

4.0e-87 

256 

91 

Pisum sativum Wando ornithine carbamoyltransferase mRNA, 
complete cds 

33860 

346207_1.R1040 

fC-gmro700568583gl 

BLASTX 

g4490310 

1256 

1.0e-143 

313 
82 

(AL035678) somatic embryogenesis receptor-like kinase-like 
protein [Arabidopsis thaliana] 

33861 

346248_1.R1040 
fC-gmro700744202r4 



5109 



Seq. No. 

Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 



II 

33862 

346254_1.R1040 
fC-gmro700744240r4 

33863 

346259JL.R1040 
fC-gmro700744504r3 

33864 

346271JL.R1040 
fC-gmro7007 4 4 905r4 

33865 

346277_1.R1040 
fC-gmro700744975r4 

33866 

346283JL.R1040 
fC-gmro700745012r4 

33867 

346289_1.R1040 
fC-gmro700745310r3 

33868 

346293_1.R1040 
fC-gmro700745326r3 

33869 

346297_1.R1040 
fC-gmro700745763r4 

33870 

346302_1.R1040 
fC-gmro700745818r4 

33871 

346307JL.R1040 
fC-gmro700745970r4 

33872 

346313JL.R1040 
fC-gmro700745995r4 

33873 

346318_1.R1040 
fC-gmst700666294r3 

33874 

346323_1.R1040 
fC-gmro700746124r4 

33875 

346334JL.R1040 
fC-gmro700746172r3 

33876 

5110 



Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 



CI 

346343J..R1040 
fC-gmro700746240r3 

33877 

346362_1.R1040 
fC-gmro700746472r4 

33878 

346366_1.R1040 
fC-gmro700746535r3 

33879 

346372_1.R1040 
fC-gmro700746614r3 

33880 

346378_1.R1040 
fC-gmro700746693r3 

33881 

346383JL.R1040 
fC-gmro700746706r3 

33882 

346405_1.R1040 
fC-gmro700746951r3 

33883 

346414_1.R1040 
fC-gmro700747038r4 

33884 

346425_1.R1040 
fC-gmro700747183r3 

33885 

346431_1.R1040 
fC-gmro700747276r3 

33886 

346437_1.R1040 
fC-gmro700747310r4 

33887 

346443_1.R1040 
fC-gmro700747348r3 

33888 

346448JL.R1040 
fC-gmro700747359r4 

33889 

346458_1.R1040 
fC-gmro700747479r4 

33890 

346463 1.R1040 



5 '-most EST 



fC-gmro700747514r4 



Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 



33891 

346468_1.R1040 
fC-gmro700747557r4 

33892 

346477_1.R1040 
fC-gmro700747701r3 

33893 

346483JL.R1040 
fC-gmro700747711r3 

33894 

346494_1.R1040 
fC-gmro700747787r3 

33895 

346504_1.R1040 
fC-gmro700748151r4 

33896 

346509_1.R1040 
fC-gmro700748156r4 

33897 

346513J..R1040 
fC-gmro7 00748208r3 

33898 

346518JL.R1040 
fC-gmro700748236r4 

33899 

346523_1.R1040 
fC-gmro700748271r3 

33900 

346528_1.R1040 
fC-gmro700748296r3 

33901 

346533JL.R1040 
fC-gmro700748342r4 

33902 

346537_1.R1040 
fC-gmro7007 48409r3 

33903 

346552_1.R1040 
fC-gmro700748540r3 



Seq. No. 
Contig ID 
5' -most EST 



33904 

346558_1.R1040 
fC-gmro700748571r4 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



33905 

346562_1.R1040 
fC-gmro700748591r4 

33906 

346571J..R1040 
fC-gmro7007 48726r3 

33907 

346576J..R1040 
fC-gmro700748737r3 

33908 

346581JL.R1040 
fC-gmro700748836r3 

33909 

346587_1.R1040 
fC-gmro700748845r3 

33910 

346596JL.R1040 
fC-gmro700749034r3 

33911 

346602J..R1040 
fC-gmro700749069r3 

33912 

346612_1.R1040 
fC-gmro700749140r3 

33913 

346618_1.R1040 
fC-gmro700749247r4 

33914 

346627 J.. R1040 
fC-gmro700749265r4 

33915 

346632_1.R1040 
fC-gmro700749283r4 

33916 

346637_1.R1040 
fC-gmro700749341r3 

33917 

346643_1.R1040 
fC-gmro700749381r3 

33918 

346648_1.R1040 
fC-gmro700749436r3 



II 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33919 

346653JL.R1040 
fC-gmro700875829rl 

33920 

346657JL.R1040 
fC-gmro700749507r3 

33921 

346665J..R1040 
fC-gmro700749669r3 

33922 

346669_1.R1040 
fC-gmro7007497 62r4 

33923 

346673_1.R1040 
fC-gmro700749772r4 

33924 

346681JL.R1040 
fC-gmro700749847r3 

33925 

346686_1.R1040 
fC-gmro700749944r4 

33926 

346691J..R1040 
fC-gmro700750041r3 

33927 

346696JL.R1040 
fC-gmro700750047r4 

33928 

346730JL.R1040 

fC-gmse7000758287rl 

BLASTN 

g2108433 

41 

1.0e-13 

161 

86 

Phaseolus vulgaris gibberellin 20-oxidase mRNA, complete 
cds 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 



33929 

346742JL.R1040 
fC-gmro7007 92501r6 

33930 

346742_2.R1040 
fC-gmro700794491r6 



Seq. No. 



33931 



5114 



Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5' -most EST 



346756JL.R1040 
fC-gmro700792724r8 

33932 

346787_1.R1040 
fC-gmro700795004fl 

33933 

346806_1.R1040 
fC-gmro700795654r6 

33934 

346878_1.R1040 

fC-gmro7 00834 955gl 

BLASTX 

g3335351 

579 

1.0e-59 

179 

12 

(AC004512) Similar to ERECT A receptor protein kinase 
gb_D83257 from A. thaliana. ESTs gb_T4T629 and gb_AA586072 
come from this gene. [Arabidopsis thaliana] 

33935 

346885_1.R1040 
fC-gmro700835567el 

33936 

347090_1.R1040 

fC-gmro700844704d4 

BLASTX 

g3096919 

721 

3.0e-76 

206 

78 

(AL023094) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

33937 

347220_1.R1040 
fC-gmro700865409d3 

33938 

347240_1.R1040 
fC-gmro700847173f2 

33939 

347283JL.R1040 
fC-gmro700846785r4 

33940 

347315_1.R1040 
fC-gmro700847042r7 



Seq. No. 



33941 



5115 



Contig ID 
5 1 -most EST 



347422_1.R1040 
fC-gmro700848272r5 



Seq. No. 33942 

Contig ID 347579_1 . R1040 

5 T -most EST fC-gmro700864412r5 

Seq. No. 33943 

Contig ID 347591_1 .R1040 

5' -most EST f C-gmst7007 91918r2 

Seq. No. 33944 

Contig ID 347611JL.R1040 

5' -most EST fC-gmro700864858r5 

Seq. No. 33945 

Contig ID 347732_1.R1040 

5 '-most EST fC-gmro700865758r3 

Seq, No. 33946 

Contig ID 347908JL.R1040 

5' -most EST fC-gmro700868363r3 

33947 

348010_1.R1040 
fC-gmst700890071d3 
BLASTX 
g886116 
180 

3.0e-13 
43 
72 

(U27609) TCH4 protein [Arabidopsis thaliana] >gi_2952473^ 
(AF051338) xyloglucan endotransglycosylase related protein 
[Arabidopsis thaliana] 



Seq. No. 


33948 


Contig ID 


348076 1.R1040 


5 '-most EST 


fC-gmro700873716dl 


Seq. No. 


33949 


Contig ID 


348077 1.R1040 


5 '-most EST 


fC-gmro700873747dl 


Seq. No. 


33950 


Contig ID 


348081 1.R1040 


5 '-most EST 


fC-gmst700891472rl 


Seq. No. 


33951 


Contig ID 


348300 1.R1040 


5' -most EST 


fC-gmse7000752657rl 


Method 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


209 


E value 


2.0e-16 


Match length 


89 


% identity 


51 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5116 



NCBI Description (Z97344) hypothetical protein [Arabidopsis thalianaj 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33952 

348319JL.R1040 

fC-gmse7000753191fl 

BLASTX 

g232161 

284 

2>0e-25 

83 

69 

19 KD GLOBULIN PRECURSOR (ALPHA-GLOBULIN) 
>gi 68857 pir WMRZ19 19K globulin precursor - rice 
>gi_20 15 9_emb_CAA4 5 4 00_ (X63990) 19 kDa globulin precursc 
[Oryza sativa] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33953 

348339_1.R1040 

fC-gmse700753764al 

BLASTX 

g3608134 

388 

3.0e-37 

253 
36 

(AC005314) dnaJ-like protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5* -most EST 



33954 

348349_JL. R1040 
fC-gmse700754105d2 



Seq. No. 
Contig ID 
5' -most EST 



33955 

348371J..R1040 
fC-gmse700754553dl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33956 

348455JL.R1040 

fC-gmse700762414d3 

BLASTX 

g4469013 

347 

l,0e-32 

122 
61 

(AL035602) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



33957 

348562J..R1040 
fC-gmse700758907d4 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 



33958 

348674JL.R1040 

fC-gmst700649675a3 

BLASTN 

gl69752 

127 

3.0e-65 



5117 



Match length 
% identity 



223 
89 



NCBI Description Rice alpha-amylase mRNA, complete cds, clone pOS103 



Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
.Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



33959 

,348690_1.R1040 
fC-gmse700651322rl 

33960 

348696J..R1040 
fC-gmst700654319gl 

33961 

348858_1.R1040 

fC-gmse700655090d4 

BLASTX 

gl477480 

234 

2.0e-19 

70 

67 

(U40341) carbamoyl phosphate synthetase large chain 
[Arabidopsis thaliana] 



33962 

349146_1.R1040 

fC~gmst700663510r4 

BLASTX 

g2499613 

540 

3.0e-55 

130 

77 

MITOGEN -ACTIVATED PROTEIN 
>g i_l 2 0 4 1 2 9__emb_CAA5 7 7 1 9_ 
sativa] 



KINASE HOMOLOG MMK2 

(X82268) protein kinase [Medicago 



33963 

349151JLR1040 

fC-gmst700662560yl 

BLASTX 

gl352980 

207 

4.0e-16 

64 
73 

ATP-DEPENDENT RNA HELICASE DOB1 (MRNA TRANSPORT REGULATOR 

MTR4) >gi_1078374_pir S56822 SKI2 protein homolog YJL050w 

- yeast {Saccharomyces cerevisiae) 
>gi_1008185_eitib_CAA89341_ (Z49325) ORF YJLOSOw 
[Saccharomyces cerevisiae] 

33964 

349170JUR1040 

fC-gmse700658520r5 

BLASTN 

g2636696 



5118 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



143 

1.0e-74 

392 

Mus musculus lysyl oxidase-2 (Lox2) mRNA, partial cds 
33965 

349207JL.R1040 
fC-gmse700658863r5 



Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33966 

349468_1.R1040 
fC-gmst700666737r3 

33967 

349483_1.R1040 

fC-gmse700668119i2 

BLASTX 

gl651934 

260 

4.0e-22 

175 

35 

(D90901) hypothetical protein [Synechocystis sp.] 
33968 

349747_1.R1040 
fC-gmst700663367rl 

33969 

349855JL.R1040 

fC-gmse700672209d4 

BLASTX 

gl708971 

311 

4.0e-28 

161 

43 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 
(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi 421871jpir S32156 mandelonitrile lyase (EC 4.1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 
(R)-(+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 

serotina] >gi_1090776_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



33970 

349926JL.R1040 
fC-gmse700670512r3 

33971 

349953_1.R1040 

fC-gmse700671032gl 

BLAST N 

g575730 

635 



5119 
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Se^rr Mr* 


33972 


Print* in TD 


349985 1 R1040 


5 '-most EST 


f C-gmse7 0 0 67 122 5d3 


Method 


BLASTX 


nprt rt 


cr3641836 


BLAST score 


158 


E value 


1.0e-10 


MsiT'h "1 ^nrrr hi 
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Qorr Kin 


33973 


font- i rr TD 


349988 1 R1040 


c; i _m 0 <;f EST 


f C-amse7 00671225zl 


1IG L. llwH 


XJXjLrio x 


NCBI GI 


g3068705 


BLAST score 


264 


F T7 3 1 no 

J_i V Cl-L IXC 


1 . Oe-22 


Ma +~ 1 oniT^-h 
11 d L. v~> 1 1 XCllU Lli 


176 


% identity 


35 


NCBI Description 


(AF04 9236) unknown [Arabidopsis thaliana] 


k_) C \J • IN \J • 


33974 




349995 1 R1040 




Xk, LJitloL /UUDOIOJiXX 




33Q7R 


font in T n 


3S00^fi 1 R104f] 


5 '-most EST 


fC-gmse700671753gl 


LiC L.11LJL1 


XJXXrt.0 lA 


NGBI GI 


gl773287 


BLAST score 


1386 


F V3 1 lip 

Hj v ctJL Lit; 




Mafrh 1 oti rfr hi 
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a 3643604 


BLAST score 


407 


E value 


2.0e-39 


Ma"t*rb 1 rri - hi 

Lla LUii XCiiU Lii 


228 


% identity 


9 


NCBI Description 


(AC005395) receptor-like protein kinase [Arab 




thaliana] 


Seq. No. 


33977 


Contig ID 


350085JL.R1040 



5120 



5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



fC-gmse700672216d3 
33978 

350103JL.R1040 
fC-gmse700672249zl 

33979 

350110_1.R1040 

fC-gmst700665136rl 

BLASTX 

g4234955 

210 

1.0e-16 

80 
51 

(AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgaris] 
33980 

350113_1.R1040 

fC-gmse700672271zl 

BLASTN 

g!68419 

670 

0.0e+00 

918 

93 

Maize (Z.mays) aldolase mRNA, complete cds 
33981 

350190JL.R1040 
fC-gmse700672612zl 

33982 

350213_1.R1040 
fC-gmse700672781r5 

33983 

350257_1.R1040 
fC-gmse700673112r3 

33984 

350544J..R1040 
fC-gmse700675307r3 

33985 

350661_1.R1040 
g5605669 

33986 

350744JL.R1040 
fC-gmse700752365d4 

33987 

350780JLR1040 
fC-gmse700753037d4 



Seq. No. 



33988 



5121 



Contig ID 

5 ' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



350803JL.R1040 

fC-gmse700753340d4 

BLASTN 

gl770523 

36 

1.0e-10 

36 
100 

H. sapiens U32 small nucleolar RNA gene 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33989 

350818_1.R1040 

fC-gmse700753716d5 

BLASTX 

g4406761 

323 

6.0e-30 

78 
76 

(AC006836) putative ubiquinone biosynthesis protein 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



33990 

350829JL.R1040 
fC-gmse700753825dl 



Seq. No. 

Contig ID 
S'-most EST 



33991 

350849_1.R1040 
fC-gmse700754216d2 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33992 

350881JL.R1040 

fC-gmse700754725d2 

BLASTN 

g2598586 

221 

1.0e-121 

473 

88 

Medicago truncatula 



mRNA for cycloartenol synthase, partial 



Seq. No. 
Contig ID 
5 '-most EST 



33993 

350902_1.R1040 
fC-gmse700755168d4 



Seq. No. 

Contig ID 
5' -most EST 



33994 

350991J..R1040 
fC-gmse700757667d6 



Seq. No. 

Contig ID 
5 '-most EST 



33995 

351263_1.R1040 
fC-gmst700665357r5 



Seq. No. 
Contig ID 
5 '-most EST 



33996 

351520_1.R1040 
fC-gmse700856529r4 



5122 



Seq. No, 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



33997 

351579JL.R1040 

fC-gmst700605402f4 

BLASTX 

gl076579 

245 

6.0e-21 

61 
69 

alcohol dehydrogenase homolog ADH3a 



tomato 



33998 

351581JL.R1040 

fC-gmst700605413f4 

BLASTX 

gl353352 

547 

4.0e-56 

170 

59 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



33999 

351584_1.R1040 

fC-gmst700605438a2 

BLASTX 

g3367596 

458 

9.0e-46 

149 

58 

(AL031135) putative protein [Arabidopsis thaliana] 
34000 

351711_1.R1040 
fC-gmst700650943rl 

34001 

351723J..R1040 

fC-gmst700650945r6 

BLASTX 

g!514597 

226 

3.0e-18 

116 

41 

(Y07595) transcription factor TFIIH [Homo sapiens] 
>gi_4504201_ref_NP_001508. l_pGTF2H4_ general transcription 
factor IIH, polypeptide 4 (52kD subunit) 

34002 

351878JL.R1040 
fC-gmst700652684dl 



Seq. No. 
Contig ID 



34003 

351906 1.R1040 



5123 



5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 




fC-gmst700651965d7 
34004 

352072JL.R1040 

fC-gmst700653543r6 

BLASTX 

g861157 

968 

1.0e-105 

247 

76 

(Z35163) cell wall invertase 
[Vicia faba] 

34005 

352186JL.R1040 
fC-gmst700653794r7 

34006 

352317_1.R1040 
fC-gmst700660827r5 

34007 

352327JL.R1040 
fC-gmst700660854r5 

34008 

352407_1.R1040 
fC-gmst700661765r3 

34009 

352411_1.R1040 
fC-gmst700661785d4 

34010 

352454_1.R1040 
fC-gmst700662075r5 

34011 

352478JL.R1040 
fC-gmst700662785bl 

34012 

352518_1.R1040 
fC-gmst700662684d3 

34013 

352596_1.R1040 
fC-gmst700663510r3 

34014 

352799_1.R1040 
fC-gmst700664577r3 

34015 

353012_1.R1040 
fC-gmst700665233r6 




II; beta-furanof ructosidase 



5124 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 ' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



34016 

353023_1.R1040 
fC-gmst700665327r5 

34017 

353059_1.R1040 
fC-gmst700665435r5 

34018 

353076JL.R1040 
fC-gmst700665646r5 

34019 

353119JL.R1040 
fC-gmst700665913r5 

34020 

353141_1.R1040 
fC-gmst700665984r5 

34021 

353182_1.R1040 
fC-gmst700666090r5 

34022 

353196JL.R1040 
fC-gmst700666104r5 

34023 

353211JL.R1040 
fC-gmst700666279r5 

34024 

353258_1.R1040 
fC-gmst700666508r5 

34025 

353319_1.R1040 
fC-gmst700667018r5 

34026 

353440_1.R1040 
fC-gmst700892053r2 

34027 

353656_1.R1040 
fC-gmst700890147yl 

34028 

353906_1.R1040 
uC-gmflminsoyOOlblObl 

34029 

354050JL.R1040 
uC-gmflminsoy082d09bl 



5125 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5* -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34030 

354245_1.R1040 
uC-gmflminsoy008b08bl 

34031 

354262_1.R1040 
uC-gmflminsoy008d08bl 

34032 

354264JL.R1040 

uC-gmropic025a05bl 

BLASTX 

g4220462 

561 

2.0e-57 

121 

88 

(AC006216) Strong similarity to gb_Z50851 HD-zip (athb-8) 
gene from Arabidopsis thaliana containing Homeobox PF_0004 6 
and bZIP PF_00170 domains. [Arabidopsis thaliana] 

34033 

354297_1.R1040 
uC-gmflminsoy010a08bl 

34034 

354314_1.R1040 
uC-gmflminsoy010c06bl 

34035 

354316_1.R1040 

uC-gmflminsoy041cl0bl 

BLASTX 

g3367520 

141 

1.0e-08 

70 

47 

(AC004392) Similar to protein kinase APK1A, 
tyrosine-serine-threonine kinase gb_D12522 from A. 
thaliana. [Arabidopsis thaliana] 

34036 

354362JL.R1040 
uC-gmflminsoy010h02bl 

34037 

354384_1.R1040 

uC-gmflminsoy011b03bl 

BLASTX 

g!786136 

316 

7.0e-29 

210 

36 

(AB000452) PEThy;ZPT2-6 [Petunia x hybrida] 
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Sea. No. 


34038 


Contig ID 


354418 1.R1040 


5 '-most EST 


g4302953 
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354555 1 R1040 


5' -most EST 


uC-gmr omins oy2 5 0 cl Ob 1 


Method 


BLASTX 


NCBI GI 


g2244971 


BLAST score 


625 


K value 


3.0e-65 


Match lenath 


143 
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4.M X? X 1-/ »3 O > — J l_ k> X ^ 1 1 


(Z97340) hypothetical protein [Arabj 


O C *J * LNV/ • 


34041 


Print i rr TO 


354595 1.R1040 


S'-most EST 


uC-gmrominsoyOOOlhlObl 


11C UlivJt-l 


BLASTX 


LN JD X OX 


a4406820 


BLAST score 


572 


E value 


4.0e-59 


Mst rh 1 P»nrrTri 

1 Id ICliy L.11 


136 


O lUCllL.11]/ 


77 


i\^J3 X UCOUlly L-1U11 


( APOfifiPfll \ mirative ras siiDerfamilv 




4- o "1 nanal 
LllclxXcillcl J 


uc^« IN U • 


34042 


^■miLxy iu 


354599 1 R1040 




nC— am'Fl ntinsov015c06bl 


Met hod 


BLASTX 


NCBI GI 


g3522943 


BLAST score 


717 


F! va 1 ne 


5. 0e-76 


Matrh 1 oTurhn 
ruciuoii xtsiiy un 


177 


% identity 


38 


NCBI Description 


(AC004411) putative p-glycoprotein 


U C • LlU i 


34043 


V/Ull L'-J-M XL/ 


354617 1 R1040 


c: i _ Tnri of- pqfp 

O ILLUo C LjO 1 


nf — rrm f 1 im' n qauH 1 fiHf)£V"\1 
u.\w- yiLix xiLLXiio w x \j^a.\j ul/j. 




?4D44 


wonx-Ly iu 


?R4fi^Q 1 R1040 

JJ*iUv/^ x • I\X U 1 W 


O 1LLUO t— LJO X 


np- rjmr*nr>i p096e06bl 


L v lt? LlUJU 


OXiTlO iA. 


NCBI GI 


g3947735 


BLAST score 


313 


E value 


1.0e-28 


Match length 


139 


% identity 


48 


NCBI Description 


(AJ009720) NL27 [Solanum tuberosum] 



/ 
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Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34045 

354744JL.R1040 

uC-gmf Iminsoy018gl0bl 

BLASTN 

g4220645 

36 

1.0e-10 

171 
85 

Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYA6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34046 

354833_1-R1040 

g4396975 

BLASTX 

gl673366 

739 

1.0e-78 

149 
89 

(Z22673) cytosolic tRNA-Ala synthetase [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34047 

354847_1.R1040 

uC-gmflminsoy020e04bl 

BLASTX 

g2853073 

198 

1.0e-26 

153 
48 

(AL0217 68) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34048 

355313_1.R1040 

uC-gmflminsoy026d04bl 

BLASTX 

g2224663 

764 

3.0e-81 

294 

55 

(AB002359) KIAA0361 [Homo sapiens] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34049 

355483JL.R1040 

g5606799 

BLASTN 

g471307 

34 

2.0e-09 

52 
94 

G.max gene for cyclin 
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Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34050 

355602J..R1040 

uC-gmflminsoy029h03bl 

BLASTX 

g4559333 

148 

2.0e-09 

79 

44 

(AC007087) unknown protein [Arabidopsis thaliana] 
34051 

355684_1.R1040 

uC-gmflminsoy030gl2bl 

BLASTX 

g3935179 

139 

2.0e-ll 

113 

38 

(AC004557) F17L21.22 [Arabidopsis thaliana] 



34052 

355704JL 

g5666621 

BLASTX 

gl653953 

171 

5.0e-12 

110 

30 

(D90917) 



R1040 



hypothetical protein [Synechocystis sp.] 



Seq. No. 
Contig ID 
5 '-most EST 



34053 

355735_1.R1040 
uC-gmflminsoy036d05bl 



Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34054 

3557 8 6_1. R10 40 
uC-gmf lminsoy 0 62 f 0 6bl 

34055 

355814JL.R1040 

uC-gmflminsoy032f09bl 

BLASTN 

gl419035 

244 

1.0e-135 

388 

91 

M.sativa mRNA for delta-l-pyrroline-5-carboxylate synthase, 
P5CS-1 



Seq. No. 
Contig ID 
5' -most EST 
Method 



34056 

355869_1.R1040 

uC-gmflminsoy078g06bl 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 f -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



g3176707 
146 

2.0e-09 

44 

64 

(AC002392) 
thaliana] 



putative proline-rich protein APG [Arabidopsis 



34057 

355923JL.R1040 

uC-gmflminsoy035el0bl 

BLASTX 

gl26722 

154 

3.0e-10 

85 
35 

AL P HA- MANNOS I DAS E II (MANNOSYL- OLIGOSACCHARIDE 
1, 3-1, 6-ALPHA-MANNOSIDASE) (MAN II) (GOLGI 

ALPHA-MANNOSIDASE II) >gi_110673_pir A41641 

mannosyl-oligosaccharide 1,3-1, 6-alpha-mannosidase (EC 
3.2.1.114) - mouse >gi_49944_emb_CAA43480_ (X61172) 
mannosyl-oligosaccharide 1,3-1, 6-alpha-mannosidase [Mus 
musculus] 

34058 

355995_1.R1040 
uC-gmrominsoyl94g07bl 

34059 

355999JL.R1040 

g4396410 

BLASTX 

g2232354 

243 

3.0e-25 

112 

55 

(AF006081) UDPG glucosyltransf erase [Solanum berthaultii] 
34060 

356041JL.R1040 

uC-gmf Iminsoy065c06bl 

BLAST N 

g3367637 

36 

8.0e-ll 

48 

94 

Arabidopsis thaliana mRNA for monogalactosyldiacylglycerol 
synthase 

34061 

356063__1.R1040 
uC-gmflminsoy037d09bl 



Seq. No. 



34062 
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Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



356152JL.R1040 

uC-gmflminsoy040f09bl 

BLASTX 

gl076545 

458 

1.0e-57 

162 

71 

guanine nucleotide regulatory protein - fava bean 
>gi_547478_emb__CAA85733__ (Z37503) guanine nucleotide 

regulatory protein [Vicia faba] >gi_1098297_prf 2115367E 

small GTP-binding protein [Vicia faba] 



Seq. No. 
Contig ID 
5 '-most EST 



34063 

356212_1.R1040 
uC-gmf lminsoy04 leO 9b 1 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34064 

356238_1.R1040 

uC-gmropicO 67al2bl 

BLASTX 

g4544473 

393 

3.0e-38 

124 

31 

(AC006580) putative mei2 protein [Arabidopsis thaliana] 
34065 

356254_1.R1040 

uC-gmflminsoy042bl0bl 

BLASTX 

gl369852 

567 

2.0e-58 

146 

73 

(L46702) kinesin heavy chain-like protein [Solanum 
tuberosum] 



Seq. No. 
Contig ID 
5 '-most EST 



34066 

356278JL.R1040 
uC-gmf IminsoyO 4 4 hO lbl 



Seq. No. 

Contig ID 

5" -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34067 

356297_1.R1040 

uC-gmflminsoy042g02bl 

BLASTX 

g417308 

301 

3.0e-27 

160 

39 

PROBABLE HELICASE MOT1 >gi_283205_pir S22775 MOT1 protein 

- yeast (Saccharomyces cerevisiae) >gi_171965 (M83224) Motl 
[Saccharomyces cerevisiae] >gi_1147612 (U41849) LPF4c; 
Motlp is a probable helicase essential for vegetative 
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growth on rich glucose medium at 30 degree C: Swiss-Prot 
Accession number P32333; similar to S. cerevisiae RAD26 
gene product: Swiss-Prot Accession number P40352 [Saccharo 

Seq. No. 34068 

Contig ID 356307_1 . R1040 

5' -most EST g4396674 

Method BLASTX 

NCBI GI g4522004 

BLAST score 525 

E value 2.0e-53 

Match length 189 

% identity 63 

NCBI Description (AC007069) putative histidine kinase, sensory transduction 
[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



34069 

356309JL.R1040 
uC-gmflminsoy042h04bl 

34070 

356334_1.R1040 
uC-gmrominsoyl77h07bl 

34071 

356337_1.R1040 
uC-gmflminsoy043bl2bl 

34072 

356375_1.R1040 
uC-gmf Iminsoyl00bl2bl 

34073 

356401_1.R1040 
g5688034 



Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34074 

356429JL.R1040 

uC-gmf Iminsoy044cl0bl 

BLASTX 

g3402687 

346 

1.0e-32 

91 

71 

(AC004 697) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



34075 

356450_1.R1040 
uC-gmflminsoy053e01bl 

34076 

356518_1.R1040 

uC-gmrominsoyl80a08bl 

BLASTN 

gl326160 

54 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-21 

88 
97 

Phaseolus vulgaris dehydrin mRNA, complete cds 
34077 

356556_1.R1040 
g5605939 



34078 

356709_1.R1040 
uC-gmflminsoy047h01bl 

34079 

356715_1.R1040 
uC-gmflminsoy047h08bl 

34080 

356770_1.R1040 

g4286721 

BLASTX 

gl362112 

469 

3.0e-65 

169 

76 

protein kinase NPK2 (EC 2.7.1. 



- common tobacco 



Seq. No. 
Contig ID 
5' -most EST 



>gi_862342_dbj_BAA06731_ (D31964) NPK2 [Nicotiana tabacum] 
34081 

356863JL.R1040 

uC-gmropic092ellbl 

BLASTX 

g3068704 

535 

2.0e-54 

232 

49 

(AF049236) unknown [Arabidopsis thaliana] 
34082 

356872J..R1040 

uC-gmflminsoy053f llbl 

BLASTX 

g2245036 

304 

2.0e-27 

174 

44 

(Z97342) triacylglycerol lipase homolog [Arabidopsis 
thaliana] 

34083 

356943JL.R1040 
uC-gmf Iminsoy054e08bl 



Seq. No. 



34084 
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Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5* -most EST 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



356947_1.R1040 
uC-gmflminsoy054el2bl 

34085 

356949JL.R1040 
uC-gmflminsoy054f02bl 

34086 

357074_1.R1040 
uC-gmropic050fl0bl 

34087 

357107_1.R1040 

uC-gmflminsoy056f07bl 

BLASTX 

g3941448 

582 

4.0e-60 

116 

88 

(AF062878) putative transcription factor [Arabidopsis 
thaliana] 

34088 

357154_1.R1040 
uC-gmflminsoy057c04bl 

34089 

357197_1.R1040 

uC-gmflminsoy057g02bl 

BLASTX 

g2342682 

221 

7.0e-23 

81 
62 

(AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577) . [Arabidopsis thaliana] 

34090 

357236_1.R1040 

uC-gmf lminsoy058bllbl 

BLASTX 

g4176557 

419 

3.0e-41 

132 

58 

(AL035259) conserved hypothetical protein 
[Schizosaccharomyces pombe] 

34091 

357404_1.R1040 

uC-gmrominsoy263bllbl 

BLASTX 

g320161-7 

376 
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# 



E value 4.0e-36 

Match length 94 

% identity 66 

NCBI Description (AC004669) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 34092 

Contig ID 357499_1 .R1040 

5 T -most EST uC-gmropicl05el0bl 

Method BLASTX 

NCBI GI g728905 

BLAST score 257 

E value 3.0e-27 

Match length 128 

% identity 50 



NCBI Description PROBABLE CALCIUM- TRANS PORTING AT PAS E 3 (ENDOPLASMIC 

RETICULUM CA2+-ATPASE) >gi_107 8206_pir S51995 probable 

ATPase (EC 3.6.1.-) DRS2 - yeast (Saccharomyces cerevisiae) 
>gi_171114 (L01795) ATPase [Saccharomyces cerevisiae] 
>gi_595560 (U12980) - Drs2p: Membrane spanning 
Ca-ATPase (P-type) , member of the cation transport (E1-E2) 
ATPase [Saccharomyces cerevisiae] 




Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34093 

358040J..R1040 

uC-gmropic087bl0bl 

BLASTX 

g3687246 

241 

2.0e-20 

61 

79 

(AC005169) putative suppressor protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34094 

358071JL.R1040 

uC-gmflminsoyl09f01bl 

BLASTX 

g3450842 

506 

3.0e-51 

136 
65 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34095 

358140JL.R1040 

uC-gmflminsoy079a04bl 

BLASTX 

g3510251 

190 

2.0e-14 

70 
51 

(AC005310) unknown protein [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34096 

358221_1.R1040 

uC-gmflminsoy074e07bl 

BLASTX 

g3004555 

221 

5.0e-18 

140 
4 

(AC003673) 
thaliana] 



similar to salt inducible protein [Arabidopsis 



beq* jno. 


jf± U / 


Contig ID 


330343 1.K1U4U 


cr f j- dot 

o —most hjo i 


ul* yiuxoiiixi io oy z / oa.-i.ujj ± 


Method 


nT 7\ cmv 

BLAb 1 X 


NCBI GI 


gJz yzbzo 


BLAST score 


£ t; c 


E value 


z . Ue-Do 


Match length 


1 ^"7 
1 j / 


% identity 


80 


NCBI Description 


(AL031018) hypothetical protein 


Seq. No. 


34098 


Contig ID 


358380_1.R1040 


5' -most EST 


uC-gmf Iminsoy07 6d06bl 


Seq. No. 


34099 


Contig ID 


358447JL.R1040 


5' -most EST 


uC-gmflminsoy077c01bl 


Method 


BLASTX 


NCBI GI 


g3152598 


BLAST score 


348 


E value 


7.0e-33 


Match length 


116 


% identity 


57 


NCBI Description 


(AC002986) Contains similarity 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



C2-HC type zinc finger 
protein C.e-MyTl gb_U67079 from C. elegans and to 
hypersensitivity-related gene 201 isolog T28M21.14 from A. 
thaliana BAC gb_AF002109. [Arabidopsis thaliana] 

34100 

358648JL.R1040 
uC-gmronoir0001f05bl 

34101 

358685_1.R1040 

uC-gmf IminsoyO 8 ObO 9bl 

BLASTX 

g4455232 

617 

3.0e-64 

190 

61 

(AL035523) putative protein [Arabidopsis thaliana] 



Seq. No. 



34102 
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Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



358703_1.R1040 

uC-gmf IminsoyO 8 0d03bl 

BLASTX 

g2149640 

697 

1.0e-73 

156 

84 

(U91995) Argonaute protein [Arabidopsis thaliana] 
34103 

358725_1.R1040 
uC-gmflminsoy080g08bl 

34104 

358731_1.R1040 

uC-gmronoir045a03bl 

BLASTX 

gl351676 

185 

3.0e-30 

153 

43 

PROBABLE PEPT IDYL- PROLYL CIS-TRANS ISOMERASE C21E11.05C 

>gi_2130307_pir S62590 hypothetical protein SPAC21E11.05 

- fission yeast (Schizosaccharomyces pombe) 
>gi_1067221_emb_CAA91964_ (Z67999) peptidyl-prolyl 
cis-trans isomerase [Schizosaccharomyces pombe] 

34105 

358867_1.R1040 

uC-gmflminsoy082f08bl 

BLASTX 

g3283026 

343 

4.0e-32 

173 
36 

(AF051562) putative transposase [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 



34106 

358885_1.R1040 
g5607084 

34107 

358918_1.R1040 

uC-gmropic097g07bl 

BLASTX 

g3482972 

159 

1.0e-10 

124 

32 

(AL031369) putative protein [Arabidopsis thaliana] 
34108 

358964 1.R1040 
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5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmflminsoy084e07bl 

BLASTX 

gl825766 

182 

3.0e-13 

138 
33 

(U88314) similar to flavin-containing monooxygenases 
[Caenorhabditis elegans] 



Seq. No. 
Contig ID 
5' -most EST 



34109 

359431JL.R1040 
uC-gmropic005e04bl 



Seq. No. 
Contig ID 
5 '-most EST 



34110 

359487JL.R1040 
uC-gmropic065f 05bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34111 

359935JL.R1040 

uC-gmrominsoy0001a08al 

BLASTX 

g4512698 

180 

4.0e-13 

53 
64 

(AC006569) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



34112 

359960_1.R1040 
g5126653 



Seq. No. 
Contig ID 
5 '-most EST 



34113 

360036JL.R1040 
uC-gmrominsoy025f 05bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34114 

360042 J.. R1040 

uC-gmrominsoy055h08bl 

BLASTN 

g!235973 

153 

2.0e-80 

381 
80 

G. pallida mRNA for collagen 



Seq. No. 
Contig ID 
5' -most EST 



34115 

360049_1.R1040 
uC-gmrominsoy026a01bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



34116 

360160JL.R1040 

uC-gmropic042b09bl 

BLASTX 

g3415117 
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BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
S'-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -mo st EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



355 

1.0e-33 

83 

39 

(AF081203) 



villin 3 [Arabidopsis thaliana] 



34117 

360252JL.R1040 

uC-gmrominsoy030e09bl 

BLASTX 

g400042 

303 

1.0e-27 

100 

20 

TRANSFORMATION-SENSITIVE PROTEIN IEF SSP 3521 

>gi_539700_pir A38093 transformation-sensitive protein IEF 

SSP 3521 - human >giJL84565 (M86752) 
transformation-sensitive protein [Homo sapiens] 

34118 

360262_1.R1040 
uC-gmrominsoy030g02bl 

34119 

360279_1.R1040 

uC-gmrominsoy031b07bl 

BLASTX 

gll84072 

353 

2.0e-33 

97 

75 

(U40766) COL-1 [Meloidogyne incognita] 
34120 

360304JL.R1040 
uC-gmropicO 9 6c0 9b 1 

34121 

360433JL.R1040 
uC-gmrominsoy038bl2bl 

34122 

360436_1.R1040 

uC-gmrominsoy035b05bl 

BLASTX 

g3881546 

177 

6.0e-13 

72 

43 

(Z69904) Similarity to Human RAD23 protein homolog2 (PIR 
Acc. No. S44443); cDNA EST EMBL:D71787 comes from this 
gene; cDNA EST EMBL:D72299 comes from this gene; cDNA EST 
EMBL:D72362 comes from this gene; cDNA EST EMBL:D72820 co 



5139 





34123 


Pontia ID 


360643 1.R1040 


5 1 -most EST 


uC- gmromins oy 1 6 9d0 2bl 


Method 


BLASTN 


NCBI GI 


g4220637 


BLAST score 


38 


E value 


8.0e-12 


Match length. 


66 


% identity 


89 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 3, PI cl 




MIE1, complete sequence [Arabidopsis thaliana] 


Spct T\fo 

K-J V-J • AN * 


34124 


Pnntia ID 


360732 1.R1040 


5 1 -most EST 


uC-gmrominsoy302b03bl 


Method 


BLASTX 


NCBI GI 


g563237 


BLAST score 


240 


J-J V lxv> 


3.0e-20 


M;=?tr*h 1 pnrrth 


80 


% identity 


56 


NCBI Description 


(U16030) cuticular collagen Bmcol-2 [Brugia malayi] 




34125 


Contig ID 


360773_1.R1040 


5 T -most EST 


uC-gmrominsoyO 4 6h0 9b 1 




34126 


Contig ID 


360795JL.R1040 


5 '-most EST 


uC-gmrominsoyl58b08bl 


OClj» INvJ • 


34127 


Oonticr ID 


360835 1.R1040 




uC— gmrominsoy04 8c04bl 


cprr Wo 

kJ C • L\ \S » 


34128 


Pont in TV) 


360866 1.R1040 


5 T -most EST 


uC-gmrominsoy04 9a05bl 


M^i"hod 


BLASTX 


NCBI GI 


g731834 


BLAST score 


204 


E value 


5.0e-16 


Match length 


74 


% identity 


54 


NCBI Description 


HYPOTHETICAL 41.9 KD PROTEIN IN SDS3-THS1 INTERGENIC 



>gi_1077790_pir S49797 hypothetical protein YIL083c - 

yeast (Saccharomyces cerevisiae) >gi_577131_emb__CAA86711 . 1_ 
(Z46728) YI9910.13c, unknown orf, len: 365, CAI : 0.17 
[Saccharomyces cerevisiae] 



Seq, No. 
Contig ID 
5' -most EST 



34129 

360892JL.R1040 
uC-gmrominsoy049f 09bl 



Seq. No. 
Contig ID 
5 T -most EST 



34130 

360936_1.R1040 
uC-gmrominsoy052gl0bl 



5140 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3600038 

733 

6.0e-78 

160 

86 

(AF080119) similar to Saccharomyces cerevisiae 
transcription regulator SP08 (SW:P41833) [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34131 

361015JL.R1040 
uC-gmronoir007e08bl 

34132 

361051JL.R1040 

uC-gmrominsoy094b01bl 

BLASTX 

g2459587 

227 

1.0e-18 

118 

31 

(U77675) 22 upper [Onchocerca volvulus] 
34133 

361135_1.R1040 
uC-gmrominsoy060a01bl 

34134 

361145JL.R1040 

uC-gmronoir043g06bl 

BLASTX 

gl707276 

509 

1.0e-51 

118 

44 

(U80931) 
elegans] 



similar to AD P/ ATP translocase [Caenorhabditis 



34135 

361161JL.R1040 
uC-gmrominsoy060e06bl 

34136 

361211_1.R1040 

uC-gmrominsoy061f 12bl 

BLASTX 

g627424 

300 

2.0e-27 

85 

66 

dolichyl-diphosphooligosaccharide — protein glycotransf erase 

(EC 2.4.1.119) 50kD subunit - human >gi_2135018_pir S66254 

dolichyl-diphosphooligosaccharide — protein glycotransf erase 



5141 



(EC 2.4.1.119) 50K chain - human 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34137 

361222JL.R1040 

uC-gmrominsoy062al0bl 

BLASTX 

gll84072 

370 

1.0e-35 

82 

88 

(U40766) COL-1 [Meloidogyne incognita] 



Seq. No. 
Contig ID 
5 1 -most EST 



34138 

361236_1.R1040 
uC-gmrominsoy062c03bl 



Seq. No. 
Contig ID 
5 T -most EST 



34139 

361259_1.R1040 
uC-gmrominsoy090g08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34140 

361289_1.R1040 

uC-gmrominsoy064b09bl 

BLASTX 

g547837 

259 

2.0e-22 

136 

38 

L-LACTATE DEHYDROGENASE >gi_480440_pir S36863 L-lactate 

dehydrogenase (EC 1.1.1.27) - Thermotoga maritima 
>gi_396281_emb__CAA52355_ (X74302) L-lactate dehydrogenase 
[Thermotoga maritima] 



Seq. No. 
Contig ID 
5 '-most EST 



34141 

361298_1.R1040 
uC-gmrominsoyl7 4 dO 9bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34142 

361446_1.R1040 

uC-gmrominsoy069b09bl 

BLASTX 

g2129698 

168 

9.0e-12 

59 

53 

protein kinase ATN1 (EC 2, 
>gi_l 05463 3_emb_CAA6 3 3 8 7_ 
[Arabidopsis thaliana] 



7.1.-) - Arabidopsis thaliana 
(X92728) protein kinase 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



34143 

361485_1.R1040 
uC-gmrominsoy071f lObl 
BLASTX 
g3860249 



5142 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 f -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 



273 

5.0e-24 

129 

50 

(AC005824) unknown protein [Arabidopsis thaliana] 
34144 

361506JL.R1040 

uC-gmrominsoy071bllbl 

BLASTX 

g630594 

269 

2.0e-23 

161 

40 

DNA topoisomerase II - Caenorhabditis elegans >gi_156413 
(L07144) DNA topoisomerase II [Caenorhabditis elegans] 

34145 

361526JL.R1040 

uC - gmr omins oy 2 6 5 e 0 6b 1 

BLASTX 

g2144165 

159 

9.0e-ll 

99 
40 

aspartic proteinase (EC 3.4.23.-) - dog hookworm 
(Ancylostoma caninum) (fragment) >gi_1507725 (U34888) 
aspartic protease [Ancylostoma caninum] 

34146 

361682_1.R1040 
uC-gmrominsoy07 9hllbl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34147 

361687JL.R1040 
uC-gmrominsoy080hl0bl 

34148 

361748JL.R1040 

uC-gmrominsoy081c06bl 

BLASTX 

g3928008 

618 

2.0e-64 

140 
86 

(AJ130877) heat shock protein 60 (HSP60) 
acuminatus] 



[Plectus 



Seq. No. 

Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



34149 

361773__1.R1040 

uC-gmrominsoy081h05bl 

BLASTX 

g2129820 

494 



5143 



# 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-50 

130 
67 

chitinase (EC 3.2,1.14) class II - peanut 
>gi_1237025_emb_CAA57773_ (X82329) chitinase (class II) 
[Arachis hypogaea] 

34150 

361998__1.R1040 

uC-gmrominsoy090c07bl 

BLASTX 

gll25763 

161 

6.0e-ll 

141 
25 

(U42835) C. elegans vitellogenin 5 precursor, vit-5 (Spieth 
et al., NAR 13:7129-7138(1985)) [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34151 

362227_1.R1040 

uC-gmrominsoy096e04bl 

BLASTX 

g3879811 

305 

8.0e-28 

140 

49 

(Z66524) Homology with Squid retinal-binding protein (PIR 
Acc. No. A53057) [Caenorhabditis elegans] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34152 

362292_1.R1040 

uC-gmrominsoy307h02bl 

BLASTX 

g4006915 

314 

7.0e-29 

138 

51 

(Z99708) hypothetical protein [Arabidopsis thaliana] 
34153 

362380_1.R1040 

uC-gmropic032c08bl 

BLASTX 

gl23637 

539 

3.0e-55 

114 

89 

HEAT SHOCK 70 KD PROTEIN A >gi_72214_pir HHKW7A heat shock 

protein 70 A - Caenorhabditis elegans >gi_156352 (M18540) 
heat shock protein 70A [Caenorhabditis elegans] 



Seq. No. 
Contig ID 



34154 

362556 1.R1040 



5144 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmropicl07h01bl 

BLASTX 

g4454567 

408 

2.0e-39 

246 

38 

(AF128407) lipase homolog [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



34155 

362579_1.R1040 
uC-gmrominsoyl05ellbl 



Seq. No. 
Contig ID 
5 '-most EST 



34156 

362817JL.R1040 
uC-gmrominsoyllle03bl 



Seq. No. 

Contig ID 

5* -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34157 

362915_1.R1040 

uC-gmrominsoyll4b03bl 

BLASTX 

gl311386 

667 

4.0e-70 

166 

72 

Cyanogenic Beta-Glucosidase Mol_id: 
Beta-Glucosidase; Chain: Null; Ec: 



1; 
3.2 



Molecule: 
.1.21 



Cyanogenic 



Seq. No. 
Contig ID 
5 ? -most EST 



34158 

363034JL.R1040 
uC-gmrominsoyll6g04bl 



Seq. No. 
Contig ID 
5' -most EST 



34159 

363100_1.R1040 
g5510173 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34160 

363117_1.R1040 

uC-gmrominsoy2 63 f 02bl 

BLASTX 

g4558666 

148 

1.0e-09 

92 
33 

(AC007063) 
thaliana] 



putative Na/H antiporter isolog [Arabidopsis 



Seq. No. 
Contig ID 
5' -most EST 



34161 

363212_1.R1040 
uC-gmrominsoyl24h!2bl 



Seq. No. 
Contig ID 
5 '-most EST 



34162 

363220_1.R1040 
uC-gmrominsoyl22dllbl 



5145 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34163 

363348JL.R1040 

uC-gmropic050cl0bl 

BLASTX 

g4263818 

275 

2.0e-24 

99 

54 

(AC006067) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 T -most EST 



34164 

363645_1.R1040 
uC-gmrominsoyl36al2bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34165 

363693_1.R1040 

g5057607 

BLASTX 

g3004552 

542 

2.0e-55 

197 

57 

(AC003673) unknown protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 '-most EST 



34166 

363719_1.R1040 
uC-gmrominsoyl38d09bl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34167 

363809J..R1040 

uC-gmrominsoyl41g09bl 

BLASTX 

g4530126 

356 

8.0e-34 

130 

51 

(AF078082) receptor-like protein kinase homolog RK20- 
[Phaseolus vulgaris] 



Seq. No. 
Contig ID 
5' -most EST 



34168 

363820_1.R1040 
uC-gmr omins oy 1 4 2 a 0 9bl 



Seq. No. 
Contig ID 
5' -most EST 



34169 

363992_1.R1040 
uC-gmrominsoy!88e05bl 



Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 
BLAST score 
E value 



34170 

363995_1.R1040 

uC-gmrominsoy214g07bl 

BLASTX 

g!703018 

461 

4.0e-46 



5146 



Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



118 
73 

6-PH0SPH0GLUC0NATE DEHYDROGENASE, DECARBOXYLAT ING 
>gi_984325 (U30255) phosphogluconate dehydrogenase [Homo 
sapiens] >gi_4505759_ref__NP_002622 . l_pPGD_ phosphogluconate 
dehydr ogenas e 

34171 

364106_1.R1040 

uC-gmrominsoyl58g04bl 

BLASTX 

gl293848 

206 

6.0e-16 

205 

26 

(U56966) vitellogenin [Caenorhabditis elegans] 
34172 

364110JL.R1040 
uC-gmropic0001d!2bl 

34173 

364172JL.R1040 
uC-gmrominsoyl64g04bl 

34174 

364175JL.R1040 

uC-gmrominsoyl64h06bl 

BLASTX 

g730683 

699 

8.0e-74 

189 
69 

4 OS RIBOSOMAL PROTEIN SA (P40) {34/67 KD LAMININ BINDING 
PROTEIN) >gi_476088 (U02370) 34/67 kD laminin binding 
protein [Urechis caupo] 

34175 

364334_1.R1040 
g5688167 

34176 

364364_1.R1040 

uC-gmronoir007a07bl 

BLASTX 

gl236781 

272 

6.0e-24 

82 
68 

(X96732) cuticular collagen [Ostertagia circumcincta] 
34177 

364537JL.R1040 
uC-gmrominsoy213a06bl 



5147 



Mot" lr\ oH 


BLASTX 


NCBI GI 


gll84072 


BLAST score 


329 


Ej Value 




Ma+*i~'Vi "1 oti rri - Vi 


141 


% identity 


52 


NCBI Description 


(U40766) COL-1 [Meloidogyne incognita] 


osq • rjo • 


34178 


Contig ID 


364634JL.R1040 


5' -mo st EST 


uC-gmrominsoyl79b05bl 


O " • t 


34179 


Contig ID 


364656JL.R1040 


5 1 -most EST 


uC-gmrominsoyl79f lObl 




34180 


Contig ID 


364678 1.R1040 


5' -most EST 


uC-gmropic098a08bl 




"34 1 R1 

J 1 X O -L 




"364764 1 R1040 


D IU0S L iho 1 


n l^ 1 — rrm r* o*m n n c; rtTrl P 9H T OVll 






oonmg iu 


^^477^ 1 Rl 040 


J iU(JO L. IjOI 


nC-crmror>ic088c05bl 


'pjt/^k +- Vi /™\ sA 

rie unoa 


JDXxriQ J. IN 


V^> i_J JL \-f -L- 


g2618599 


BLAST score 


35 


E value 


4.0e-10 


Match length 


151 


% identity 


85 


NCBI Description 


Arabidopsis thaliana genomic DNA, chrc 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



some 5, PI clone 
MBD2, complete sequence [Arabidopsis thaliana] 

34183 

364787_1.R1040 
uC-gmrominsoyl8 3el2bl 

34184 

364861_1.R1040 
uC-gmrominsoyl8 6g0 9b 1 

34185 

364988J..R1040 

uC-gmrominsoyl 92a0 lbl 

BLASTX 

g730692 

225 

2.0e-18 

121 

44 

RUBISCO-ASSOCIATED PROTEIN >gi_454179 (L28804) putative 

[Glycine max] >gi_1090839_prf 2019481A RuBisCO complex 

protein [Glycine max] 



5148 



Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34186 

365032_1.R1040 

uC-gmrominsoyl93a03bl 

BLASTN 

gl235973 

97 

4.0e-47 

269 

84 

G. pallida mRNA for collagen 
34187 

365078_1.R1040 
uC-gmrominsoyl 94 f llbl 

34188 

365190_1.R1040 
uC-gmrominsoyl98a01bl 

34189 

365195_1.R1040 

uC-gmronoir010a05bl 

BLASTX 

g4406777 

254 

1.0e-21 

56 

89 

(AC006532) putative zinc-finger protein [Arabidopsis 
thaliana] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34190 

365282JL.R1040 

uC-gmrominsoy2 0 OgO lbl 

BLASTX 

g625982 

274 

5.0e-24 

116 

55 

S-locus-specific glycoprotein S12 precursor - field mustard 
>gi_547238_bbs_14 9323 (S70937) S-glycoprotein [Brassica 
campestris, S12S12 homozygotes, stigmas, Peptide, 436 aa] 

[Brassica rapa] >gi_743639__prf 2013216A S glycoprotein 

[Brassica rapa] 

34191 

365373_1.R1040 

uC-gmrominsoy204a05bl 

BLASTX 

g4220481 

236 

1.0e-19 

89 

57 

(AC006069) unknown protein [Arabidopsis thaliana] 



5149 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34192 

365383JL.R1040 

uC~gmrominsoy204c02bl 

BLASTX 

g2464932 

191 

2.0e-14 

62 

56 

(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Contig ID 
S'-most EST 



34193 

365387JL.R1040 
uC-gmrominsoy204c06bl 



Seq. No. 
Contig ID 
5 T -most EST 



34194 

365418JL.R104Q 
uC-gmrominsoy205c02bl 



Seq. No. 
Contig ID 
5" -most EST 



34195 

365446_1.R1040 
uC-gmrominsoy206al2bl 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34196 

365486_1.R1040 

uC-gmropicll7bllbl 

BLASTX 

g2827637 

184 

1.0e-13 

103 

38 

(AL021636) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



34197 

365585_1.R1040 
uC-gmrominsoy210d06bl 



Seq. No. 
Contig ID 
5' -most EST 



34198 

365586_1.R1040 
uC-gmrominsoy210d08bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34199 

365667_1.R1040 

uC-gmronoir008c01bl 

BLASTX 

g4206787 

239 

4.0e-20 

117 

49 

(AF112863) syntaxin-related protein Nt-syrl [Nicotiana 
tabacum] 



Seq. No. 
Contig ID 
5 '-most EST 



34200 

365851J..R1040 
uC-gmrominsoy217f 08bl 



5150 



Method BLASTX 

NCBI GI gl480453 

BLAST score 258 

E value 2.0e-22 

Match length 104 

% identity 47 

NCBI Description (U41853) 150 kDa oxygen regulated protein [Rattus 
norvegicus] 




Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5* -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 



34201 

365886_1.R1040 
uC-gmropic026ellbl 

34202 

365946JL.R1040 
uC-gmrominsoy220b01bl 

34203 

366080__1.R1040 
uC-gmrominsoy224e08bl 

34204 

366146_1.R1040 
uC-gmrominsoy227gllbl 

34205 

366224JL.R1040 
uC-gmrominsoy229al2bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34206 

366281_1.R1040 

uC-gmromins oy2 3 0 dO 4bl 

BLASTX 

gl235974 

356 

8.0e-34 

92 
70 

(X96713) collagen [Globodera pallida] 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34207 

366326JL.R1040 

uC-gmrominsoy231f 04bl 

BLASTX 

g3702340 

374 

5.0e-36 

122 

63 

(AC005397) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 34208 

Contig ID 366534_1 .R1040 

5' -most EST uC-gmrominsoy237allbl 

Seq. No. 34209 

Contig ID 366537_1.R1040 



5151 



5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



uC-gmrominsoy238b04bl 
34210 

366539_1.R1040 
uC-gmrominsoy238b07bl 

34211 

366553_1.R1040 

uC-gmrominsoy237e03bl 

BLASTX 

g2258315 

174 

2.0e-12 

103 

44 

(AF004878) resistance complex protein I2C-1 [Lycopersicon 
esculentum] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 
Method 



34212 

366561_1.R1040 

uC-gmrominsoy237g01bl 

BLASTX 

g3136056 

164 

2.0e-ll 

125 

34 

(AL023592) RanBP7 /import in-beta/Cselp superfamily protein 
[Schizosaccharomyces pombe] 

34213 

366826JL.R1040 

uC-gmrominsoy2 63c07bl 

BLASTX 

g2384956 

284 

1.0e-25 

85 
65 

(AF022985) No definition line found [Caenorhabditis 
elegans] 

34214 

367470JL.R1040 

uC-gmrominsoy275f lObl 

BLASTX 

g2213600 

223 

3.0e-18 

114 

30 

(AC000348) T7N9.20 [Arabidopsis thaliana] 
34215 

367543_1.R1040 

g5605851 

BLASTX 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl086586 
243 

3.0e-20 

187 

30 

(U41007) similar to G beta repeats 
[Caenorhabditis elegans] 

34216 

367587_1.R1040 
uC-gmrominsoy275dl2bl 



34217 

367653_1.R1040 
uC-gmrominsoy276b03bl 

34218 

367674_1.R1040 

uC-gmrominsoy27 6f Olbl 

BLASTX 

gl458286 

376 

4.0e-36 

121 

65 

(U64842) partial CDS, 
34219 

367833JL.R1040 
uC-gmrominsoy283g03bl 



(PROSITE:PS00670) 



[Caenorhabditis elegans] 



34220 

368031_1.R1040 

uC-gmrominsoy2 98hl lbl 

BLASTX 

g3378491 

181 

2.0e-13 

53 
60 

(AJ007578) pRIB5 protein [Ribes nigrum] 
34221 

368122JL.R1040 

uC-gmrominsoy304b01bl 

BLASTX 

g3879463 

581 

3.0e-60 

137 

78 

(Z68751) predicted using Genefinder; Similarity to Dog 
endoplasmin precursor GRP94 (SW: ENPL_CANFA) ; cDNA EST 
EMBL:D27273 comes from this gene; cDNA EST EMBL:D27275 
comes from this gene; cDNA EST EMBL:D27274 comes from this 
gene 
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Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 T -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34222 

368125_1.R1040 
uC-gmrominsoy302c02bl 

34223 

368201_1.R1040 
uC-gmrominsoy306g09bl 

34224 

368247_1.R1040 
uC-gmrominsoy30 6cl0bl 

34225 

368305_1.R1040 
uC-gmropic006h03bl 

34226 

368305_2.R1040 
uC-gmrominsoy308b01bl 

34227 

368454J..R1040 

uC-gmrominsoy312a05bl 

BLASTX 

g477280 

277 

2.0e-24 

74 

68 

mitochondrial processing peptidase (EC 3.4.99.41) 55K 
protein precursor - potato >gi_410633_bbs_136740 cytochrome 
c reductase-processing peptidase subunit I, MPP subunit I, 
P55 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
534 aa] 

34228 

368472_1.R1040 

uC-gmropic034g02bl 

BLASTX 

g233489 

158 

1.0e-10 

100 

34 

coagulation factor IX/factor X-binding protein A chain 
[Trimeresurus f lavoviridis, venom, Peptide, 129 aa] 
>gi_3212543_pdb_HXX_A Chain A, Crystal Structure Of 
Coagulation Factors IxX-Binding Protein {IxX-Bp) From Venom 
Of Habu Snake With A Heterodimer Of C-Type Lectin Domains 
>gi__3212545_pdb_HXX_C Chain C, Crystal Structure Of 
Coagulation Factors IxX-Binding Protein (IxX-Bp) From Venom 
Of Habu Snake With A Heterodimer Of C-Type Lectin Domains 
>gi_3212547_pdb_HXX_E Chain E, Crystal Structure Of 
Coagulation Factors IxX-Binding Protein (IxX-Bp) From Venom 
Of Habu Snake With A Heterodimer Of C-Type Lectin Domains 



Seq. No. 



34229 
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Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



368656JL.R1040 
uC-gmrominsoy317bllbl 

34230 

368700_1.R1040 

uC-gmrominsoy318cl2bl 

BLASTN 

gl6185 

235 

1.0e-129 

356 
92 

A.thaliana atpgpl gene for P-glycoprotein, homologous to 
mammalian mdr genes 

34231 

368716JL.R1040 

uC-gmrominsoy318e06bl 

BLASTN 

g3738275 

504 

0.0e+00 

516 

99 

Arabidopsis thaliana chromosome II BAC F17A2 2 ^ genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34232 

368730_1.R1040 

uC-gmrominsoy318g09bl 

BLASTN 

g4006885 

336 

0.0e+00 

372 

98 

Arabidopsis thaliana DNA chromosome 4, 
fragment No 



ESSA I AP2 contig 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 



34233 

368731_1.R1040 

uC-gmrominsoy318hl2bl 

BLASTN 

g2244950 

520 

0.0e+00 

536 

99 

Arabidopsis thaliana DNA 
fragment No 

34234 

368740_1.R1040 

uC-gmrominsoy318h09bl 

BLASTN 

g!6473 

507 



chromosome 4, ESSA I contig 
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E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

519 

56 

Arabidopsis thaliana 25S-18S ribosomal DNA spacer 
34235 

368757_1.R1040 

uC-gmrominsoy319c02bl 

BLASTX 

g2959759 

163 

3.0e-ll 

80 
38 

(Y14704) galactokinase [Candida parapsilosis] 
34236 

368930JL.R1040 
uC-gmronoir031b03bl 

34237 

369042JL.R1040 
uC-gmronoir005b08bl 

34238 

369046_1.R1040 

uC-gmronoir034bl2bl 

BLASTX 

g3287946 

515 

2.0e-52 

130 

75 

PUTATIVE HELICASE C6F12.16 IN CHROMOSOME I 
>gi_2330862_emb_CAB11099_ (Z98533) putative rna helicase 
[Schizosaccharomyces pombe] 

34239 

369048JL.R1040 
uC-gmronoir034c03bl 

34240 

369129_1.R1040 
uC-gmronoir059f03bl 

34241 

369142_1.R1040 

uC-gmronoir007g02bl 

BLASTX 

g3157932 

353 

5.0e-68 

222 

62 

(AC002131) Similar to hypothetical protein HYP1 gb_Z97338 
from A. thaliana. [Arabidopsis thaliana] 
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Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 



34242 

369144_1.R1040 

uC-gmronoir007g05bl 

BLASTX 

g2597972 

513 

3.0e-52 

124 

71 

(AJ001621) RAL-1 protein [Litomosoides sigmodontis] 
34243 

369169_1.R1040 

uC-gmronoir043bl0bl 

BLASTX 

gl236781 

308 

2.0e-28 

95 
65 

(X96732) cuticular collagen [Ostertagia circumcincta] 
34244 

369195_1.R1040 
uC-gmronoir057h07bl 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34245 

369200_1.R1040 

uC- gmr ono ir009b06bl 

34246 

369208JL.R1040 
uC-gmronoir054bl2bl 

34247 

369215_1.R1040 

uC-gmronoir 0 0 9e0 6bl 

BLASTX 

g2982452 

247 

5.0e-21 

147 
6 

(AL022223) receptor protein kinase-like protein 
[Arabidopsis thaliana] 

34248 

369217_1.R1040 

uC-gmronoir035g05bl 

BLASTX 

g2500025 

318 

2.0e-29 

127 

46 

PROBABLE ADENYLOSUCCINATE SYNTHETASE (IMP— ASPARTATE 
LIGASE) >gi 1825781 (U88315) Similar to adenylosuccinate 
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# 



Seq. No* 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 



synthetase; coded for by C. elegans cDNA yk!04bl2.3; coded 
for by C. elegans cDNA ykl21e6.3; coded for by C. elegans 
cDNA ykll7all.3; coded for by C. elegans cDNA ykl9c6.3; 
coded for by C. elegans cDNA yk 

34249 

369219_1.R1040 
uC-gmronoir054f03bl 

34250 

369222_1.R1040 

uC-gmronoir057gllbl 

BLASTX 

g3096951 

471 

2.0e-47 

103 
90 

(AJ005784) heat shock protein 



90 [Brugia pahangi] 



34251 

369307JL.R1040 
uC-gmronoir033e09bl 

34252 

369326_1.R1040 

uC-gmronoir012hl2bl 

BLASTX 

gl706582 

747 

1.0e-79 

149 
95 

ELONGATION FACTOR 1 -ALPHA (EF-1-ALPHA) >gi_1072161 (U40935) 
elongation-factor 1-alpha [Caenorhabditis elegans] 
>gi_1255296 (U51994) coded for by C. elegans cDNA CEESE09R; 
coded for by C. elegans cDNA CEESH59F; coded for by C. 
elegans cDNA CESAE06F; coded for by C. elegans cDNA 
ykldll.3; coded for by C. elegans cDNA ykldll.5; coded for 
by C. elegans cDNA ykl7e7.3 

34253 

369366JL.R1040 
uC-gmronoir014a01bl 

34254 

369430_1.R1040 
uC-gmronoir040bl2bl 

34255 

369514JL.R1040 
uC-gmronoir040d07bl 

34256 

369567_1.R1040 
uC-gmronoir052b03bl 
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Seq. No, 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 



34257 

369663_1.R1040 
uC-gmronoir026a08bl 

34258 

36968 9JL.R1040 
uC-gmronoir054c09bl 

34259 

369719_1.R1040 

uC-gmronoir054cllbl 

BLASTX 

g3877452 

219 

7.0e-18 

84 

45 

(Z81086) predicted using Genefinder; Similarity to Human 
platelet-endothelial tetraspan antigen (SWLPET3_HUMAN) 
[Caenorhabditis elegans] 

34260 

369770_1.R1040 
uC-gmronoir030c08bl 

34261 

369777_1.R1040 
uC-gmronoir030dllbl 

34262 

369791_1.R1040 
uC-gmronoir052h02bl 

34263 

370067_1.R1040 
uC-gmronoir038e06bl 

34264 

370069_1.R1040 
uC-gmronoir038f03bl 

34265 

370078_1.R1040 

uC-gmronoir038h03bl 

BLASTX 

gl817584 

267 

2.0e-23 

137 

44 

(Y08991) adaptor protein [Homo sapiens] 
34266 

370163_1.R1040 
g5688101 



Seq. No. 



34267 
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Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5 ? -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 




370363_1.R1040 
uC-gmropic075b08bl 

34268 

370443_1.R1040 
uC-gmronoir050c02bl 

34269 

370734_1.R1040 
uC-gmronoir059a02bl 

34270 

371053J..R1040 
uC-gmronoir070el2bl 

34271 

371095JUR1040 
uC-gmronoir073c02bl 

34272 

371263JL.R1040 
uC-gmropic0001h09al 

34273 

371706_1.R1040 
uC-gmropic014c01bl 

34274 

371818JL.R1040 
uC-gmropicl06g05bl 

34275 

372045_1.R1040 
uC-gmropic015c03bl 

34276 

372149_1.R1040 

uC-gmropic016g08bl 

BLASTX 

gl707017 

533 

1.0e-54 

115 

90 

(U78721) RNA helicase i 
34277 

372556_1.R1040 
uC-gmropic022f01bl 

34278 

373030_1.R1040 

uC-gmropic028g01bl 

BLASTX 

g3953471 

563 

4.0e-58 




[Arabidopsis thaliana] 
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Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



122 
83 

(AC002328) 



F2202.16 [Arabidopsis thaliana] 



[Arabidopsis thaliana] 



Seq. No. 
Contig ID 



34279 

373180_1.R1040 

uC-gmropicO 65g0 lbl 

BLASTX 

g4467124 

201 

2.0e-15 

222 
29 

(AL035538) hypothetical protein 
34280 

373469_1.R1040 
uC-gmropic034b01bl 



34281 

373646_1.R1040 
uC-gmropic036d03bl 

34282 

373888_1.R1040 
uC-gmropic03 9e0 6bl 

34283 

374364JL.R1040 

uC-gmropiclOlfOlbl 

BLASTX 

g2465925 

397 

1.0e-38 

135 

57 

(AF024649) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

34284 

375029JL.R1040 
uC-gmropic059f08bl 

34285 

375324_1.R1040 

uC-gmropicO 63c0 6bl 

BLASTX 

g4139038 

148 

2.0e-09 

74 
11 

(AF072272) resistance protein candidate RGC2K [Lactuca 
sativa] 

34286 

375970 1.R1040 
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II 



5' -most EST 



uC-gmropicO 7 3a0 lbl 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5" -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 



34287 

375993JL.R1040 
uC-gmropicO 96c05bl 

34288 

376035_1.R1040 

uC-gmropic073g03bl 

BLASTX 

g2959320 

271 

9.0e-24 

59 

90 

(Z97057) ANR1 , MADS-box protein [Arabidopsis thaliana] 
34289 

376073JL.R1040 
uC-gmropicO 7 4b0 6b 1 

34290 

376082_1.R1040 
g957409 

34291 

376231_1.R1040 
uC-gmropic078f04bl 

34292 

376326_1.R1040 
g5057783 

34293 

376588_1.R1040 

uC-gmropicO 90c0 6bl 

BLASTX 

g4371296 

318 

3.0e-29 

141 

46 

(AC006260) putative receptor protein kinase [Arabidopsis 
thaliana] 

34294 

376624_1.R1040 
uC-gmropic090h02bl 

34295 

376989JL.R1040 
uC-gmropic099b02bl 

34296 

377209_1.R1040 

uC-gmropicl02b02bl 

BLASTX 



5162 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4469024 
817 

1.0e-87 

222 
66 

(AL035602) putative protein [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5 1 -most EST 



34297 

377858_1.R1040 
uC-gmropiclllc07bl 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34298 

378085_1.R1040 

uC-gmropicll4g03bl 

BLASTX 

g4530126 

218 

1.0e-17 

153 

33 

(AF078082) receptor-like protein kinase homolog RK20-1 
[Phaseolus vulgaris] 



Seq.^ No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34299 

378116J..R1040 

uC-gmropicll5g05bl 

BLASTN 

g47594 

359 

0.0e+00 

424 

96 

Synechocystis 
photosystem I 



sp. ndhE gene (partial), psaC gene for 
iron-sulfur protein and ndhD-like ORF 



Seq. No. 
Contig ID 
5' -most EST 



34300 

378324_1.R1040 
g4260005 



Seq. No. 

Contig ID 
5' -most EST 



34301 

378379JL.R1040 
g4260076 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34302 

378384JL.R1040 

g4260124 

BLASTX 

g4104929 

570 

2.0e-61 

152 
73 

(AF042195) auxin response 



factor 7 [Arabidopsis thaliana] 



Seq. No. 
Contig ID 
5' -most EST 



34303 

378427JL.R1040 
g4260128 



5163 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 T -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 



BLASTX 

gl495804 

442 

4.0e-44 

110 
75 

(X96406) 



13-lipoxygenase [Solanum tuberosum] 



34304 

378666_1.R1040 
g4260450 

34305 

378715JL.R1040 
g4277028 

34306 

379005_1.R1040 

g4292087 

BLASTX 

g3549691 

1112 

1.0e-122 

209 
89 

(AJ010501) thaumatin-like protein PR-5b [Cicer arietinum] 
34307 

379147JL.R1040 

g5508921 

BLASTX 

gll70601 

169 

6-0e-12 

119 

42 

FRUIT PROTEIN PKIWI502 >gi_1085869_pir S48036 hypothetical 

protein - kiwi fruit >gi_450237 (L27809) pKIWI502 
[Actinidia deliciosa] 

34308 

379387_1.R1040 
g4290656 

34309 

379614_1.R1040 

g4284382 

BLASTX 

g4580470 

172 

9.0e-12 

141 

38 

(AC006081) hypothetical protein [Arabidopsis thaliana] 
34310 

380046 1.R1040 



5164 



5 T -most EST g4405639 

Method BLASTX 

NCBI GI g4415942 

BLAST score 178 

E value 7.0e-13 

Match length 92 

% identity 41 

NCBI Description (AC006418) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 34311 

Contig ID 380240JL . R1040 

5 '-most EST g4295003 

Method BLASTX 

NCBI GI g431154 

BLAST score 229 

E value 6.0e-21 

Match length 159 

% identity 35 

NCBI Description (D21813) ORF [Lilium longif lorum] 

Seq. No. 34312 

Contig ID 380280JL .R1040 

5 T -most EST g4313610 

Method ' BLASTX 

NCBI GI 1 ***** g4220482 

BLAST score 431 

E value 2.0e-42 

Match length 188 

% identity 48 

NCBI Description (AC006069) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 34313 

Contig ID 380619_1 .R1040 

5 '-most EST g4292476 

Method BLASTX 

NCBI GI g2864615 

BLAST score 389 

E value 1.0e-37 

Match length 141 

% identity 60 

NCBI Description (AL021811) putative protein [Arabidopsis thaliana] 



Seq. No. 34314 

Contig ID 380785_1 . R1040 

5 '-most EST g4293267 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34315 

381119_1.R1040 

g4295745 

BLASTX 

g3738293 

362 

2.0e-40 

129 

68 

(AC005309) putative CCAAT-binding transcription factor 
subunit A (CBF-A) [Arabidopsis thaliana] 



5165 



fl 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34316 

381329_1.R1040 

g4297292 

BLASTN 

g5G8560 

118 

3.0e-60 

126 

98 

Solanum tubersum mitochondrial 26S ribosomal RNA (rrn26) 
gene 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34317 

381636JL.R1040 

g4299653 

BLASTN 

g312886 

368 

0.0e+00 

509 

95 

T.reesei tefl gene for translation elongation factor la 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34318 

381672_1.R1040 
g4305559 
BLASTX 
gl23544 
209 

1.0e-16 
91 
45 

18.5 KD CLASS 
>gi_81788_pir_ 
>gi_l 865 4_emb_CAA3 0154 
161) [Glycine max] 



I HEAT SHOCK PROTEIN (HSP 18.5) 
_S00646 heat shock protein 18.5-C - soybean 
(X07160) hspl8.5-C protein (AA 1 - 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34319 

381710JL.R1040 

g4303261 

BLASTN 

g310575 

161 

2.0e-85 

293 

91 

Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 
Contig ID 
5' -most EST 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34320 

381934_1.R1040 

g4301890 

BLASTX 

g2499773 

134 

2.0e-12 
84 



5166 



% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

46 KD FK50 6-BINDING NUCLEAR PROTEIN (PEPTIDYL-PROLYL 

CIS-TRANS ISOMERASE) (PPIASE) >gi_1079010_pir A55320 

immunophilin FKBP46 - fall armyworm >gi_595845 (U15038) 
immunophilin FKBP4 6 [Spodoptera frugiperda] 

34321 

381949JL.R1040 

g4307437 

BLASTX 

g3929383 

152 

7.0e-10 

71 

45 

SPLICING FACTOR, ARGININE/SERINE-RICH 
SC35) (SC-35) (SPLICING COMPONENT, 35 
>gi_1405747_emb_CAA67134_ (X98511) PR264/SC35 
musculus] 



2 (SPLICING FACTOR 
KD) (PR264 PROTEIN) 
[Mus 



Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCSi GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34322 

381980_1.R1040 

g4302233 

BLASTX 

g2500047 

221 

6.0e-18 

50 
82 

SOLUBLE INORGANIC PYROPHOSPHATASE (PYROPHOSPHATE 
PHOSPHO-HYDROLASE) (PPASE) >gi__534 916_emb__CAA85362_ 
(Z36894) soluble inorganic pyrophosphatase [Solanum 
tuberosum] 

34323 

382296JL.R1040 

g4304627 

BLASTX 

g4580469 

324 

4.0e-30 

110 

52 

(AC006081) putative zinc finger protein [Arabidopsis 
thaliana] 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 



34324 

382950JL.R1040 
g4313493 

34325 

383013JL.R1040 
g5605731 

34326 

383813_1.R1040 
g5510237 



5167 



Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 ? -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34327 

384008_1.R1040 
g5509051 

34328 

384210JL.R1040 

g4396317 

BLASTX 

g3876615 

348 

1.0e-32 

134 
50 

(Z74031) Similarity to Yeast D-lactate dehydrogenase 
(SW:DLD1_YEAST) ; cDNA EST EMBL:C12235 comes from this gene; 
cDNA EST EMBL:C12916 comes from this gene; cDNA EST 
EMBL:C10532 comes from this gene; cDNA EST EMBL:C10979 
comes f 



C 1 a XT ^s. 

beq. No. 




uontig lu 


JO'iii / 1.IMU4U 


O IUOS L HjO 1 




Method 


DljfiO 1 A 


NCBI GI 


g2760326 < 


BLAST score 


225 


E value 


/ . ue i y 


jLyiarcn ±engi.n 




% identity 


43 


NCBI Description 


(AC002130) F1N21, 


l_J • L>1 W • 


34330 


Contig ID 


384574 1.R1040 


5' -most EST 


g4396695 


Seq. No. 


34331 


Contig ID 


384885 1.R1040 


5' -most EST 


g4397027 


Seq. No. 


34332 


Contig ID 


385189 1.R1040 


5' -most EST 


g4397355 


Method 


BLASTN 


NCBI GI 


g556899 


BLAST score 


57 


E value 


4.0e-23 


Match length 


121 


% identity 


87 


NCBI Description 


L.esculentum (cv 




recognition part: 


Seq. No. 


34333 


Contig ID 


385852 1.R1040 


5 T -most EST 


g4437084 


Seq. No. 


34334 


Contig ID 


386922JL.R1040 



Rentita) mRNA for 54-kD signal 
lie (SRP) specific protein 



5168 



5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g5058552 
BLASTN 
gl055367 
68 

1.0e-29 

236 
83 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 
Contig ID 
5 T -most EST 
Method 



34335 
387116_1. 
g5605923 
BLASTX 



R1040 





rrA ftO QQ7 

g4 0 u y y 1 


DT 7\ CT <-» 
DijiiOl SCOre 


A^A 


j_j vaiuc 


1 . Oe-43 




164 


% identity 


54 


NCBI Description 


beta-f ructofuranosidase (EC . 




^rH 4070SS <amh> rAAS^097 fY7 




LUaUCUS CaiOLaJ "^Si-*- t i e iZ> c ±J-±t \ 








-J *± J *J 


uonLiy lu 




d —mo sr. Hj o i 


go ououj / 




34337 


Contig ID 


388056 1.R1040 


5' -most EST 


g5509015 






WPRT GT 




D I, iMq ± o LUI tJ 


273 


£4 vaxue 


q Do-94 


jxiai.cn iengx.fi 




^ iQenx.xr.y 


7 Q 


NCBI Description 


tALtUZioo / ; puLdiive protein 


Seq. No. 


34338 


Contig ID 


388187 1.R1040 


5' -most EST 


g5509057 


Method 


BLASTX 


NCBI GI 


g629858 


BLAST score 


175 


E value 


8.0e-13 


Match length 


34 


% identity 


82 


NCBI Description 


protein kinase C inhibitor - 


Seq. No. 


34339 


Contig ID 


388197 1.R1040 


5 '-most EST 


g5509067 


Method 


BLASTX 


NCBI- GI 


g3421413 


BLAST score 


231 


E value 


9.0e-24 



3.2.1.26) class 1 - carrot 
1 ) beta-f ructofuranosidase 
_CAA77267_ (Y18707) 
m I [Daucus carota] 



maize 



5169 



Match length 99 
% identity 57 

NCBI Description (AF081922) protein phosphatase 2A 55 kDa B regulatory 
subunit [Oryza sativa] >gi_3421415 (AF081923) protein 
phosphatase 2A 55 kDa B regulatory subunit [Oryza sativa] 



Seq. No. 
Contig ID 
5 1 -most EST 



34340 

388215_1.R1040 
g5509087 



Seq. No. 
Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 



34341 

388218JL.R1G40 
g5509090 

34342 

388357_1.R1040 
g5509242 

34343 

388363_1.R1040 
g5509248 



Seq. No. 
Contig ID 
5 T -most EST 



34344 

388387JL.R1040 
g5509272 



Seq. No. 
Contig ID 
5 1 -most EST 



34345 

388419JL.R1040 
g5509308 



Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34346 

388436_1.R1040 
g5509327 

34347 

388884_1.R1040 

g5677195 

BLASTX 

g285636 

407 

2.0e-39 

165 

55 

(D14161) ORF [Hordeum vulgare] 



34348 

388936JL. 

g5666960 

BLASTX 

g2826820 

527 

9.0e-54 

167 

62 

(Y15171) 



R1040 



ribosomal protein L7a [Fugu rubripes] 



Seq. No. 



34349 



5170 



Contig ID 
5 T -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 1 -most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI prescription 



389018JL.R1040 
g5126360 

34350 

389061JL.R1040 
g5126514 

34351 

389140_1.R1040 
g5126480 

34352 

389171_1.R1040 

g5126513 
BLASTX 
g4539293 
220 

6.0e-37 

129 

65 

(AL04 9480) putative membrane transporter [Arabidopsis 
thaliana] 

34353 

389354_1.R1040 
g5126676 

34354 

389381JL.R1040 
g5126692 

34355 

389420_1.R1040 
g5126727 

34356 

389578_1.R1040 

g5126845 

BLASTX 

g3451074 

599 

1.0e-100 

208 
83 

(AL031326) putative protein [Arabidopsis thaliana] 
34357 

389721_1.R1040 

g5126901 

BLASTX 

g2829910 

254 

1.0e-24 

155 

38 

(AC002291) 
chromosome 



Unknown protein, contains regulator of 
condensation motifs [Arabidopsis thaliana] 



5171 




Seq. No. 


34358 




Contig ID 


389736 1. 


R1040 


*J 1UUO I. J_j t_> ,L 


a5126906 




O fc: V-J • IN u • 


34359 




lonely -Lu 




R1 040 

iAl \J 1 V 




a5607L75 




oeq • ino . 






Pont" in T Pj 


390135 1 


R1040 


5' -most EST 


g5607195 




Method 


BLASTX 




NCBI GI 


g3176664 




BLAST score 


489 




E value 


4.0e-49 




Match length 


147 




% identity 


61 





NCBI Description (AC004393) Contains similarity to beta scruin gb__Z47541 





"Frrym TiiTTinl n<^ nnl vnhpirnis - ESTs OD 


T04493 and gb AA585955 




come from this gene. [Arabidopsis 


thaliana] 


Cq/t Ma 

oeq. ln o . 






f~* +- n rr TP 

L/Onuiy ±u 


^Q0140 1 R1040 




5 '-most EST 


g5607200 




oeq. ino . 


O 4 O DZ 




Lontig iJJ 






5 1 -most EST 


g5752876 




oeq . NO . 






r\t~\ J r -\ rr TP 
L^OIlT-iy -LJJ 


*}Q09S6 1 R1040 










Seq. No. 


34364 




Contig ID 


390386 1.R1040 




5 '-most EST 


g5509519 




Seq. No. 


34365 




Contig ID 


390429 1.R1040 




5 '-most EST 


g5342384 




Seq. No. 


34366 




Contig ID 


390578 1.R1040 




5' -most EST 


g5509632 




Seq. No. 


34367 




Contig ID 


390581 1.R1040 




5' -most EST 


g5509635 




Seq. No. 


34368 




Contig ID 


390634 1.R1040 




5 '-most EST 


g5510190 




Seq. No. 


34369 




Contig ID 


390646 1.R1040 




5' -most EST 


g5509650 





5172 



fl 



IN w • 


34370 




^90674 1 R1040 




g5753183 




^4 ^71 


Print - 1 rr T D 


390745 1.R1040 


0 — 3IIOST. HiOi 


a SS0Q7 94 


Method 


BLASTX 


NCBI GI 


g3335366 


JDXxH.0 I buUIc 


327 


XT' T73 1 no 




Match length 


105 


% identity 


58 




(AC003028) unknown protein [Arabidopsis thaliana] 


C rr Mr* 


34372 


uonuig iij 


^Qflftl ^ 1 R1 040 


0 IllOSL Lid 1 


(155097 42 


beq. jno. 


3 *± -J / O 




^Q0ft4 5 1 Rl 040 


D — IllOSL iLOi 




Method 




NCBI GI 


g2979551 


BLAST score 


147 


E value 


o . uc u _? 


Diai.cn xengi-n 




% identity 


48 


NCBI Description 


(AC003680) putative receptor protein kinase [Arab 




f ha 1 i ana 1 


oeq. wo. 


*34 ^74 


contig xu 


1 T31040 

jjuyufi i • u 4 u 


c f _Tnrv<=:-|- F^T 
3 IUOot. HiO I 


fi5510258 


beq. NO. 


O *± .J / O 


uontig xu 


"39091 6 1 Rl 040 

zs \J J- \J x . r\x u" u 


o -most hbl 


gDou uu 


Method 


BLASTN 


NCBI GI 


gl3154 


x3j_ii\oi score 




I_i VaXUc 


1 0^-1 64 


Match length 


444 


% identity 


91 


MPT3T r\Qcriy"i y^Jr ~\ on 

jnodx L/escripcion 


Mi nnf -i ana -ha Harm m nrn rrir-hortdrial DNA for ORF 


Seq. No. 


34376 


Contig ID 


390940JL.R1040 


C 1 _r«Ao-i- T?QT 
0 ITLOS L EiOl 


rr551 09 9? 


Seq. No. 


34377 


Contig ID 


391025 1.R1040 


5 '-most EST 


g5677056 


Seq. No. 


34378 


Contig ID 


391040_1.R1040 



5173 



5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 

Contig ID 
5' -most EST 

Seq. No. 

Contig ID 

5 1 -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 ' -most • EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 
Method 
NCBI GI 



g5510310 
34379 

391062_1.R1040 
g5509851 

34380 

391100JL.R1040 
g5510049 



34381 

391112_1. 

g5677115 

BLASTX 

g2245026 

223 

3.0e-18 

62 

66 

(Z97341) 



R1040 



hypothetical protein [Arabidopsis thaliana] 



34382 

391131JL.R1040 
g5676954 

34383 

391165_1.R1040 
g5510362 

34384 

391177JL.R1040 

g5510366 

BLASTN 

gl304226 

54 

1.0e-21 

98 
89 

Soybean mRNA for epoxide hydrolase, 
34385 

391178JL.R1040 
g5510069 

34386 

391205_1.R1040 
g5510395 

34387 

391259_1.R1040 
g5676991 

34388 

391956_1.R1040 
g5342392 
BLASTX 
g3688284 



complete cds 



5174 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 

Contig ID 

5' -most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Contig ID 

5 '-most EST 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5 '-most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Contig ID 
5' -most EST 

Seq. No. 
Seq. ID 
Method 



157 

2.0e-10 

38 

79 

(AJ011567) 
lanata] 



lanatoside 15 ' -O-acetylesterase [Digitalis 



34389 

392276_1.R1040 
g5677448 

34390 

392704_1.R1040 
g5677731 

34391 

392824_1.R1040 

g5678156 

BLASTN 

g2943791 

34 

1.0e-09 

70 

87 

Cucurbita sp. mRNA for PV72, complete cds 
34392 

392855JL.R1040 

g5342437 

BLASTX 

g3482913 

560 

1.0e-57 

171 

58 

(AC003970) Similar to MtN21, gi_2598575, Megicago 
truncatula nodulation induced gene [Arabidopsis thaliana] 

34393 

393033JL. R1040 
g5342645 

34394 

393085JL.R1040 
g5342660 

34395 

393712_1.R1040 
g5175420 

34396 

394354_1.R1040 
g5752568 

34397 

2DA-01-Q1-B1-A4 
BLASTX 



5175 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gll55090 
231 

2.0e-19 

67 

61 

(X94986) beta glucosidase [Manihot esculenta] 



beq. JNO . 


O^t O -70 


beq. id 


9nzi— m —ni — Rl — r? 


Method. 


RT ZiQTM 






bLAbi score 


R 1 
0 1 


Hi vaxue 




Karen lengrn 


o z 


% identity 


72 


NCBI Description 


Arabidopsis thaliana genomic DNA, chrc 




MTJni 1 (Tmn'nl f^i"fa «;prrnpnrp r ArabidotDSis 


Seq. No. 




Seq. ID 


onn_m — m _ ri — 


Method 


DT 7\ QTV 


NCBI GI 


g4 o jyoyo 


Dixribi score 


filJ 


E value 


0 * Uc <i 1 


Match length 


112 


% identity 


71 


NCBI Description 




Seq. No. 


o44UU 


Seq. ID 


ZUA-U1 ^1 Di DO 


Method 




NCBI GI 


g±4 yooDD 


bijAbi score 


zu / 


E value 


1 fio— 1 £ 
1 • Uc 10 


Match length 


QQ 


% identity 


38 


NCBI Description 


(Z69370) nitrite transporter [Cucumis 


Seq. No. 


o a a rn 


Seq. ID 


o r\7\ m Oi i TDl o*l 1 
^DA-U1— yi — rSl-vail 


Method 


RT 7VQTY 


NCBI GI 


g4oz-i4zl 


BLAST score 




E value 


z . ue — 


iyiax.cn lengLn 


o o 


% identity 


74 


NCBI Description 


(AF085230) cadmium resistance factor 




thaliana] 


Seq. No. 


34402 


Seq. ID 


2DA-01-Q1-B1-G2 


Method 


BLASTN 


NCBI GI 


g986968 


BLAST score 


180 


E value 


1.0e-96 


Match length 


242 


% identity 


94 



PI clone 



1 [Arabidopsis 



5176 



NCBI Description Glycine max TGACG-motif binding protein (STGA1) mRNA, 
complete cds 



Seer No 


34403 


Sea ID 


2DA-02-O1-B1-A10 


Method 


BLASTX 


NCBI GI 


g2146742 


BLAST score 


495 


E value 


3.0e-50 


lid lv^ii uii 


129 




74 


NCRT Denser id t ion 


pattern— formation protein GNOM — Arabidopsis thaliana 




>ai 1209631 (U36432) GNOM aene oroduct TArabidoDsis 




thaliana] 


Seq. No. 


34404 


Seq. ID 


2DA-02-Q1-B1-A12 


Method 


BLASTX 


NCBI GI 


g4539386 


RT.A°.T qrnrp 


203 


E value 


6.0e-16 




85 


& i Hon +■ "1 +■ \r 
o XvJ.CllLXL.y 






fAL0355261 extensin- like orotein FArabidoosis thalianal 


Seq. No. 


34405 


Seq. ID 


2DA-02-Q1-B1-B1 




RT.A^TX 

IJjJLTlO 1A 


\JPRT (IT 




DT ACT o r^rwa. 


1 ftQ 
X u _? 


Fl va "1 lie* 


8 0e-13 


t" "1 (anrr1~h 

LiCLL.^-'li icny 


120 


9- -i Hont* "i "f"^/ 


42 


NPRT Dp^rri nf "i nn 


£X774991 amino acid permease TArabidoosis thalianal 


Seq. No. 


34406 


Seq. ID 


2DA-02-Q1-B1-C11 


Method 


BLASTN 


NCBI GI 


gl335998 


BLAST score 


36 


E value 


4.0e-ll 


Match length 


132 


% identity 


83 


NCBI Description 


Arabidopsis thaliana EMB30 gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34407 

2DA-02-Q1-B1-F4 

BLASTN 

g296442 

37 

2.0e-ll 

93 

90 

G.max ADR11 mRNA 



Seq. No. 
Seq. ID 



34408 

2DA-02-Q1-B1-H8 



5177 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gll43321 

53 

3.0e-21 

151 
89 

Glycine max alf a-carboxyltransf erase (accA-2) precursor 
mRNA, complete cds 



O/in "Kin 


34409 




9DC-01-O1-B1-E8 




BLASTN 


NCBI GI 

L\ ""w/U X vJ J- 


a310575 


BLAST score 


109 


E value 


2.0e-54 




309 




ft 


jnudi Description 




beq. wo • 




beq* ±u 










ct3426039 


io-Urio ± score 


1 77 


E value 


6.0e-13 


Match length 


60 


t> laenciry 


R7 


JNCol UGscription 


\ilk/UU JlDO J Liil MiUWIl piULClll 


beq • wo . 


7A A 1 1 
jl 1 11 


Seq.. ID 


ZlJt Ul yi JIjI D-7 


wetnoa 


nliAo 1 IN 






BLAST score 


214 


E value 


1.0e-117 


Match length 


256 


% identity 


96 


NCBI Description 


Glycine max mRNA for glucos 




partial 


Seq. No. 


34412 


Seq. ID 


2DC-02-Q1-B1-A9 


Method 


BLASTX 


NCBI GI 


g3402686 


BLAST score 


326 


E value 


2.0e-30 


Match length 


115 



% identity 

NCBI Description 



57 

(AC004697) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



34413 

2DC-02-Q1-B1-B8 

BLASTX 

g3688600 

328 

5.0e-42 



5178 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



129 
66 

(AB009030) beta-Amyrin Synthase [Panax ginseng] 
34414 

2DC-02-Q1-B1-D10 

BLASTN 

g609224 

156 

2.0e-82 
296 
8 8 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34415 

2DC-02-Q1-B1-D2 

BLASTX 

gl711618 

375 

3.0e-36 

107 

68 

LOW AFFINITY SULPHATE TRANSPORTER 
low affinity sulphate transporter 
>gi_607188_emb_CAA57831_ (X82454) 
transporter [Stylosanthes hamata] 



3 >gi_1085993_pir_^S51765 
- Stylosanthes hamata 
low affinity sulphate 



Seq. No. 


34416 


Seq. ID 


2DC-02-Q1- 


Method 


BLASTX 


NCBI GI 


g2832682 


BLAST score 


200 


E value 


1.0e-15 


Match length 


69 


% identity 


59 


NCBI Description 


(AL021712; 


Seq. No. 


34417 


Seq. ID 


2DC-02-Q1- 


Method 


BLASTN 


NCBI GI 


g3790440 


BLAST score 


134 


E value 


3.0e-69 


Match length 


382 


% identity 


84 


NCBI Description 


Canavalia 



-B1-F4 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



neata chaperonin 60 alpha subunit mRNA, 
gene encoding chloroplast protein, complete cds 

34418 

2DC-02-Q1-B1-H12 

BLASTX 

g3355476 

174 

1.0e-12 

68 



nuclear 



5179 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



47 

(AC004218) unknown protein [Arabidopsis thaliana] 
34419 

2DC-02-Q1-B1-H9 

BLASTN 

g457569 

50 

2.0e-19 

114 
86 

Soybean mRNA for endo-xyloglucan transferase, partial cds 
34420 

6HA-01-Q1-B1-A10 

BLASTN 

gl8764 

366 

0.0e+00 

366 

100 

G.max tefSl gene for elongation factor EF-la 
34421 

6HA-01-Q1-B1-B11 

BLASTX 

g2129844 

170 

1.0e-23 

94 

65 

stress-induced protein stil - soybean 
34422 

6HA-01-Q1-B1-C9 

BLASTX 

g4510342 

550 

1.0e-56 

117 

85 

(AC006921) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 

34423 

6HA-01-Q1-B1-D12 

BLASTX 

g3738153 

201 

9.0e-16 

112 

37 

(AL031852) putative cleavage and polyadenylation 
specificity factor [Schizosaccharomyces pombe] 

34424 

6HA-01-Q1-B1-G9 



5180 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g2781355 

306 

5.0e-28 

122 

58 

(AC003113) 



F2401.ll [Arabidopsis thaliana] 



34425 

6HA-01-Q1-B1-H1 

BLASTX 

g3914667 

235 

1.0e-19 

94 
55 

SOS RIBOSOMAL PROTEIN L28, CHLOROPLAST PRECURSOR 

>gi 2459427 (AC002332) putative chloroplast SOS ribosomal 

protein L28 [Arabidopsis thaliana] 

34426 

6HA-01-Q1-B1-H11 

BLASTX 

g2656003 

231 

*2.0e-19 
63 
68 

(Z98980) hypothetical protein [Schizosaccharomyces pombe] 
34427 

6HA-01-Q1-E1-A9 

BLASTN 

g2588608 

189 

1.0e-102 

193 

99 

Human BAC clone RG385F02 from 7pl5, complete sequence [Homo 
sapiens] 

34428 

6HA-01-Q1-E1-B9 

BLASTN 

g392590 

106 

2.0e-52 

296 

95 

Human immunoglobulin heavy chain variable region (clone 
Amuld4-3) mRNA, partial cds 

34429 

6HA-01-Q1-E1-D12 

BLASTN 

g392865 

397 



5181 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



0.0e+00 

424 

98 

Human neutrophil oxidase factor (NCF2) gene, exon 16 
34430 

6HA-01-Q1-E1-D3 

BLASTN 

g457569 

138 

1.0e-71 

214 

92 

Soybean mRNA for endo-xyloglucan transferase, partial cds 
34431 

6HA-01-Q1-E1-E10 

BLASTN 

g37495 

389 

0.0e+00 

413 

99 

Human mRNA for translationally controlled tumor protein 
>gi_4507668_ref_NM_003295.1_TPTl_ Homo sapiens tumor 
protein, translationally-controlled 1 (TPT1) mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34432 

6HA-01-Q1-E1-E11 

BLASTN 

g3900847 

263 

1.0e-146 

371 
50 

Homo sapiens BAC clone GS421I03 from Xq25-q26, 
sequence [Homo sapiens] 



complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34433 

6HA-01-Q1-E1-E12 

BLASTN 

g736399 

322 

0.0e+00 

377 

95 

Human cofilin mRNA, partial cds 



34434 

6HA-01-Q1-E1-E9 

BLASTN 

g3282242 

198 

1.0e-107 

273 
93 

Human alpha enolase like 1 



(EN01L1) mRNA, partial cds 



5182 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34435 

6HA-01-Q1-E1-F10 

BLASTN 

gl87237 

405 

O.Ge+00 

416 

99 

Human lymphocyte-specific protein 1 
cds 



(LSP1) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34436 

6HA-01-Q1-E1-G12 

BLASTN 

gl764087 

411 

0.0e+00 

426 

99 

Human cosmid LL12NC01-15A4, ETV6 gene, 
cds 



exon 1A and partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34437 

6HA-01-Q1-E1-H10 

BLASTN 

g2393735 

33 

6.0e-09 

37 

97 

Human BAC clone RG043K06 from 7q21-q22, complete sequence 
[Homo sapiens] 

34438 

6HA-01-Q1-E1-H3 

BLASTN 

gll61251 

98 

7.0e-48 

254 
86 

Glycine max nucleosome assembly protein 1 (SNAP-1) mRNA, 
complete cds 

34439 

6HA-01-Q1-E1-H9 

BLASTN 

g!77899 

338 

0.0e+00 

413 

96 

Homo sapiens differentiation-dependent A4 protein mRNA, 
complete cds. >gi_4505892_ref_NM__002668 .1_PLP2_ Homo 
sapiens proteolipid protein 2 (colonic epithelium-enriched) 
(PLP2) mRNA 



5183 



€1- 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34440 

6HA-02-Q1-B1-A5 

BLASTX 

gl865677 

329 

5.0e-31 

84 
76 

(Y08568) trehalose- 
thaliana] 



6-phosphate synthase [Arabidopsis 



34441 

6HA-02-Q1-B1-A6 

BLASTX 

g4038055 

172 

2.0e-12 

102 

38 

(AC0058 97) putative cytochrome P450 [Arabidopsis thaliana] 
>gi_4557077_gb_AAD22516.1_AC007045_16 (AC007045) putative 
cytochrome p450 [Arabidopsis thaliana] 



34442 

6HA-02-Q1- 

BLASTX 

g4455274 

438 

2.0e-43 

111 
78 

{AL035527] 
thaliana] 



B1-A8 



spliceosome associated protein-like [Arabidopsis 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34443 

6HA-02-Q1-B1-B2 

BLASTX 

g2388577 

392 

4.0e-38 

128 
60 

(AC000098) Similar to Arabidopsis putative ion-channel 
PID:g2262157 (gb_AC002329) . [Arabidopsis thaliana] 

34444 

6HA-02-Q1-B1-C11 

BLASTX 

g3242708 

141 

1.0e-08 

90 
33 

(AC003040) putative serine/threonine protein kinase 
[Arabidopsis thaliana] 



5184 



Seq. No. 


34445 


Seq. ID 


6HA-02-Q1-B1-D3 


Method 


BLASTX 


NPRT GI 


a3337367 


BLAST score 


268 


E value 


1.0e-23 


Match length 


109 


% identity 


48 


NCBI Description 


(AC004481) hypothetical 


Seq. No. 


34446 


Seq. ID 


6HA-02-Q1-B1-D6 


Method 


BLASTX 


NCBI GI 


g3024021 


BLAST score 


165 


E value 


1.0e-14 


Match length 


81 


% identity 


57 


NCBI Description 


INITIATION FACTOR 5A-4 i 



(EIF-5A) (EIF-4D) 
>gi_2225883_dbj_BAA20878_ {AB004825) eukaryotic initiation 
factor 5A4 [Solanum tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34447 

6HA-02-Q1-B1-E2 

BLASTX 

g!657615 

381 

8.0e-37 

87 

82 

(U72502) Glp [Arabidopsis thaliana] >gi_3068706 (AF049236) 
putative transmembrane protein Glp [Arabidopsis thaliana] 

34448 

6HA-02-Q1-B1-F6 

BLASTX 

g3176686 

240 

2.0e-20 

65 

71 

(AC003671) Similar to high affinity potassium transporter, 
HAK1 protein gb__U22945 from Schwanniomyces occidentalism 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



34449 

6HA-02-Q1-B1-G11 

BLASTX 

g2252843 

207 

2.0e-16 

109 

48 

(AF013293) No definition 
34450 

6HA-02-Q1-B1-H6 



line found [Arabidopsis thaliana] 



5185 



© 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 
g99741 
268 

1.0e-23 

91 

62 

P-glycoprotein pgpl - Arabidopsis thaliana 



34451 

6HA-02-Q1-E1-A5 

BLASTX 

gl865677 

187 

4.0e-14 

49 

73 

(Y08568) trehalose- 
thaliana] 



6-phosphate synthase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



34452 

6HA-02-Q1-E1-B2 

BLASTX 

g2388577 

170 

5.0e-12 

94 

46 

(AC000098) Similar to Arabidopsis putative ion-channel 
PID:g2262157 (gb_AC002329) . [Arabidopsis thaliana] 

34453 

6HA-02-Q1-E1-E1 

BLASTX 

g2465015 

180 

3.0e-13 

97 

39 

(AJ001449) ripening-induced protein [Fragaria vesca] 
34454 

6HA-02-Q1-E1-F1 

BLASTX 

gl23554 

288 

6.0e-26 

64 

86 

18.1 KD CLASS I HEAT SHOCK PROTEIN >gi_99978_pir S16248 

heat shock protein 18 (clone pMsHspl8.1) - alfalfa 
(fragment) >gi_19616_emb_CAA41546_ (X58710) heat shock 
protein [Medicago sativa] 

34455 

6HA-02-Q1-E1-H6 

BLASTX 

g419760 



5186 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



360 

2.0e-34 

82 
49 

P-glycoprotein atpgpl - Arabidopsis thaliana 
>gi_3849833_emb_CAA43646_ (X61370) P-glycoprotein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34456 

6HC-01-Q1-B1-B10 

BLASTX 

g282899 

188 

1.0e-26 

131 
11 

embryonic abundant protein, 59K - soybean >gi_170010 
(M80664) maturation polypeptide [Glycine max] 

>gi_384333_prf 1905420A late embryogenesis abundant 

protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34457 

6HC-01-Q1-B1-B7 

BLASTX 

g4336436 

186 

3.0e-14 

89 
39 

(AF092432) protein phosphatase type 2C [Lotus japonicus] 
34458 

6HC-01-Q1-B1-D1 

BLASTN 

gl022364 

201 

1.0e-109 

349 
89 

V.faba mRNA for sucrose phosphate synthase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34459 
6HC-01-Q1-B1 
BLASTX 
g2119848 
163 

2.0e-ll 

80 

47 

chlorophyll 
Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 
photosystem 
[Arabidopsis 



-E10 



a/b-binding protein typ 
thaliana >gi_16366_emb_i 
II type I chlorophyll a 

thaliana] >gi__3128229 
II type I chlorophyll a 

thaliana] >gi_3337372 
II type I chlorophyll a 

thaliana] 



e I precursor LhblBl 
CAA45789__ (X64459) 
/b binding protein 
(AC004077) putative 
/b binding protein 
(AC004481) putative 
/b binding protein 



5187 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34460 

6HC-01-Q1-B1-G7 

BLASTN 

gl66421 

61 

1.0e-25 

181 

92 

Medicago sativa ubiquitin carrier protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34461 

6HC-01-Q1-E1-A3 

BLASTX 

g549637 

161 

4.0e-ll 

92 
40 

HYPOTHETICAL 96.8 KD PROTEIN IN SIS2-MTD1 INTERGENIC REGION 

>gi__539278_pir S38156 hypothetical protein YKR079c - yeast 

(Saccharomyces cerevisiae) >gi_486557_emb_CAA82158__ 
(Z28304) ORF YKR079c [Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34462 

6HC-01-Q1-E1-B11 

BLASTX 

gl432056 

272 

3.0e-24 

61 

84 

(U56834) WRKY3 [Petroselinum crispum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34463 

6HC-02-Q1-B1-A9 

BLASTX 

g4538939 

139 

5.0e-09 

53 

51 

(AL049483) Col-0 casein kinase I-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34464 

6HC-02-Q1-B1-B8 

BLASTN 

g2661020 

89 

1.0e-42 

201 
86 

Glycine max catalase 



(cat4) mRNA, complete cds 



Seq. No. 



34465 



5188 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



ASG32442DA-01-Q1-E1-A11 

BLASTN 

gl69936 

134 

2.0e-69 

221 

91 

Glycine max chalcone synthase 



(chs7) gene, complete cds 



34466 

ASG32442DA-01-Q1-E1-C10 

BLASTX 

gl076283 

193 

7.0e-15 

56 
66 

adenylylsulfate kinase (EC 2.7.1.25) precursor - 
Arabidopsis thaliana >gi_414737_emb_CAA53426_ (X75782) APS 
kinase [Arabidopsis thaliana] >gi_450235 (U05238) APS 
kinase [Arabidopsis thaliana] >gi_1575322 (U59759) APS 
kinase [Arabidopsis thaliana] >gi_3252812 (AC004705) APS 
kinase [Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34467 

ASG32442DA-01-Q1-E1-D7 

BLASTX 

g4539395 

143 

4.0e-09 

36 

75 

(AL03552 6) putative protein 



[Arabidopsis thaliana] 



34468 

ASG32442DA-01-Q1-E1-E7 

BLASTX 

gl621539 

223 

3.0e-18 

55 
78 

(U28415) annexin-like protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



34469 

ASG32442DA-01-Q1-E1-F11 

BLASTX 

g3461848 

206 

2.0e-16 

65 

63 

(AC005315) putative ATPase [Arabidopsis thaliana] 
34470 

ASG324 42DA-02-Q1-E1-A8 
BLASTN 



5189 



NGBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g56539 
76 

1.0e-34 

265 

92 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34471 

ASG32442DA-02-Q1-E1-F2 

BLASTX 

g2282586 

253 

7.0e-22 

73 

63 

(U82011) methyltransferase [Prunus armeniaca] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34472 

ASG32442DA-02-Q1-E1-G8 

BLASTN 

gl69069 

38 

5.0e-12 

70 

89 

Pea Cu-Zn superoxide dismutase mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34473 

ASG3244V4L-01-Q1-E1-G1 

BLASTX 

g4115939 

163 

6.0e-12 

47 
40 

(AF118223) contains similarity to Methanobacterium 
thermoautotrophicum transcriptional regulator (GB:AE000850) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34474 

ASG3244V4R-02-Q1-E1-A8 

BLASTN 

g3776081 

77 

3.0e-35 

179 

91 

Medicago truncatula mRNA for MtN30 gene, partial 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



34475 

LIB3027-001-Q1-B1-D7 

BLASTN 

gl8628 

67 

3.0e-29 



5190 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



316 
85 

Soybean mRNA for A5A4B3 subunits of glycinm 
>gi_2170692_dbj_E02461_E024 61 cDNA encoding glycinine 
subunit A5A4B3 precursor 

34476 

LIB3027-001-Q1-B1-E4 

BLAST N 

g206371 

103 

8.0e-51 

140 
100 

Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 
34477 

LIB3027-001-Q1-B1-E6 

BLASTN 

g2305019 

219 

1.0e-120 

291 

94 

Glycine max 2S albumin pre-propeptide mRNA, complete cds 
34478 

LIB3027-001-Q1-B1-G4 

BLASTN 

gl69962 

92 

3.0e-44 

96 

99 

Soybean 16 kDa seed maturation protein (gGmpm9) gene exons 
1-2, complete cds 

34479 

LIB3027-001-Q1-B1-H4 

BLASTX 

gl38364 

280 

2.0e-43 

128 

73 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

34480 

LIB3027-002-Q1-B1-D1 

BLASTN 

g56539 

77 

3.0e-35 
307 



5191 



% identity 

NCBI Description 



89 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34481 

LIB3027-002-Q1-B1-D2 

BLASTN 

g2920665 

300 

1.0e-168 

304 
100 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 

34482 

LIB3027-003-Q1-B1-A4 

BLASTX 

g3249066 

148 

1.0e-09 

103 
37 

(AC004473) 
gb 984964. 



Similar to S. cerevisiae SIK1P protein 
ESTs gb_F15433 and gb_AA395158 come from this 



gene* [Arabidopsis thaliana] 



Seq. No. 


34483 






Seq* ID 


LIB3027-003- 


-Q1-B1-B7 




Method 


BLASTN 






NCBI GI 


g2305019 






BLAST score 


71 






E value 


5.0e-32 






Match length 


75 






% identity 


99 






NCBI Description 


Glycine max 


2S albumin pre-propeptide mRNA, 


complete cds 


Seq. No. 


34484 






Seq. ID 


LIB3027-003- 


-Q1-B1-C5 




Method 


BLASTN 






NCBI GI 


g206371 






BLAST score 


103 






E value 


9.0e-51 






Match length 


292 






% identity 


96 






NCBI Description 


Rat (Sprague- 


-Dawley) prolactin geneiexons IV, 


V and flanks 


Seq. No. 


34485 






Seq. ID 


LIB3027-003- 


-Q1-B1-D3 




Method 


BLASTN 






NCBI GI 


g206371 






BLAST score 


40 






E value 


3.0e-13 






Match length 


52 






% identity 


94 






NCBI Description 


Rat (Sprague- 


-Dawley) prolactin geneiexons IV, 


V and flanks 



5192 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34486 

LIB3027-004-Q1-B1-A4 

BLASTX 

g4262162 

429 

2.0e-42 

122 

60 

(AC005275) putative glycosylation enzyme [Arabidopsis 
thaliana] 



Seq. No. 


O A A O *7 

344 8/ 


Seq. ID 


LIB3027-004-Q1-B1-A5 


Method 


BLASTN 


NCBI GI 


—i -3 f r\ r\ -] 

g /3oUUl 


BLAST score 


230 


E value 


1.0e-126 


Match length 


270 


% identity 


97 


NCBI Description 


G.soja (SHI) Gy5 mRNA for glycinin 


Seq. No. 


34488 


Seq.. ID 


LIB3027-004-Q1-B1-D11 


Method 


BLASTN 


NCBI GI 


gl8535 


BLAST score 


307 


E value 


1.0e-172 


Match length 


310 


% identity 


100 


NCBI Description 


Soybean mRNA for the alpha subunit 


Seq. No. 


34489 


Seq. ID 


LIB3027-004-Q1-B1-D3 


Method 


BLASTN 


NCBI GI 


g56539 


BLAST score 


60 


E value 


3.0e-25 


Match length 


184 


% identity 


90 


NCBI Description 


R.norvegicus gene encoding prolact. 




>gi 206360_gb_J00764_RATPRLHR5 Rat 




: exon v and flanks 


Seq. No. 


34490 


Seq. ID 


LIB3027-004-Q1-B1-D6 


Method 


BLASTN 


NCBI GI 


g2160543 


BLAST score 


121 


E value 


1.0e-61 


Match length 


293 


% identity 


85 


NCBI Description 


Pisum sativum ent-kaurene synthase 




cds 


Seq. No. 


34491 


Seq. ID 


LIB3027-004-Q1-B1-G6 



A (LS) mRNA, complete 



5193 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match .length 

% identity 

NCBI Description 



BLASTX 

g4469005 

214 

3.0e-17 

84 

54 

(AL035602) hypothetical protein [Arabidopsis thaliana] 
34492 

LIB3027-005-Q1-B1-B5 

BLASTN 

g!69972 

401 

0.0e+00 

405 

100 

Soybean glycinin A-la-B-x subunit mRNA, complete cds 
34493 

LIB3027-005-Q1-B1-D10 

BLASTN 

g56539 

99 

2.0e-48 

302 

94 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34494 

LIB3027-006-Q1-B1-C11 

BLASTN 

g56539 

62 

2.0e-26 

241 

91 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



34495 

LIB3027-006-Q1-B1-D10 

BLASTX 

g4056415 

208 

2.0e-23 

70 

81 

(AC005322) Similar to the end of DNA repair protein 
gb X74615 (rad8) gene. [Arabidopsis thaliana] 

34496 

LIB3027-006-Q1-B1-D12 

BLASTN 

g531828 



5194 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



43 

2.0e-15 

87 
87 

Cloning vector pSportl, complete cds 
34497 

LIB3027-006-Q1-B1-E10 

BLASTN 

g736001 

155 

7.0e-82 

243 

91 

G.soja (SHI) Gy5 mRNA for glycinin 



Seq. No. 34498 

Seq. ID LIB3027-006-Q1-B1-E7 

Method BLASTN 

NCBI GI gl8749 

BLAST score 144 

E value 2.0e-75 

Match length 202 

% identity 96 

NCBI Description G.max mRNA for seed maturation polypeptide 

Seq. No. 34499 

Seq. ID LIB3027-006-Q1-B1-F9 

Method BLASTN 

NCBI GI gl2974 

BLAST score 51 

E value 8.0e-20 

Match length 51 

% identity 100 

NCBI Description Soybean mitochondrial COII gene for cytochrome 
subunit II and tRNA-Met (CAT) gene (upstream) 



Seq. No. 34500 

Seq. ID LIB3027-006-Q1-B1-H10 

Method BLASTN 

NCBI GI gl8535 

BLAST score 76 

E value 7 . Oe-35 

Match length 88 

% identity 97 , , 

NCBI Description Soybean mRNA for the alpha subunit of beta-conglycimn 

Seq. No. 34501 

Seq. ID LIB3027-006-Q1-B1-H3 

Method BLASTN 

NCBI GI g56539 

BLAST score 33 

E value 4.0e-09 

Match length 152 

% identity 8 6 

NCBI Description R.norvegicus gene encoding prolactin, exon 5 

>gi 206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 



5195 



exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34502 

LIB3027-006-Q1-B1-H5 

BLASTX 

gl38364 

384 

1.0e-57 

135 

83 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >giJ75639_pir GNWXG7 genome polyprotein M - 

bean pod mottle virus {strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


34503 


Seq. ID 


LIB3027-007-Q1-B1- 


Method 


BLASTX 


NCBI GI 


g3953471 


BLAST score 


338 


E value 


5.0e-32 


Match length 


91 


% identity 


69 


NCBI Description 


(AC002328) F2202. 


Seq. No. 


34504 


Seq. ID 


LIB3027-007-Q1-B1 


Method 


BLASTX 


NCBI GI 


g633890 


BLAST score 


276 


E value 


2.0e-24 


Match length 


75 


% identity 


64 


NCBI Description 


(S72926) glucose 




vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34505 

LIB3027-008-Q1-B1-E1 

BLASTX 

g3912997 

256 

3.0e-22 

72 

69 

FLORAL HOMEOTIC PROTEIN AGL15 >gi_2129535_pir S71200 AGL15 

protein - Arabidopsis thaliana >gi_790635 (U22528) AGL15 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34506 

LIB3027-008-Q1-B1-G2 

BLASTN 

g4324966 

227 

1.0e-125 

227 
100 

Glycine max ADP-ribosylation factor mRNA, partial cds 



5196 



# 



Seq. No. 


CAT 

O 4 OU / 


Seq. ID 


LIB302 /-UUb-Ql-bl-h / 


Method 


BLASTX 


NCBI GI 


g3413170 


BLAST score 


ill 

1/1 


E value 


3 . Oe-12 


Match length 


101 


% identity 


42 


NCBI Description 


(AJUluzz/) 4ub riDOSomai prorein do [uicer diietxnuitij 


Seq. No. 


o40Uo 


Seq. ID 


IiIdJUZ / u iu yi d1 ai 


Method 


BLASTN 


NCBI GI 


gl794171 


BLAST score 


1 A 1 

lul 


E value 


1 . Oe-49 


Match length 


289 


% identity 


84 


NCBI Description 


Glycine max lipoxygenase-3 mRNA, complete cds 


Seq. No. 


34509 


Seq. ID 


LIB3027-010-Q1-B1-A6 


Method 


BLASTN 


NCBI GI 


gl389896 


BLAST score 


32 


E value 


1 . 0e-08 


Match length 


184 


% identity 


80 


NCBI Description 


Glycine max 68 kDa LEA protein mRNA, complete cds 


Seq. No. 


34510 


Seq. ID 


LIB3027-010-Q1-B1-E10 


Method 


BLASTX 


NCBI GI 


g3193306 


BLAST score 


484 


E value 


6. Oe-49 


Match length 


126 


% identity 


79 


NCBI Description 


(AF069300) contains similarity to Arabidopsis 


membrane-associated salt-inducible-like protein 




(GB:AL021637) [Arabidopsis thaliana] 


beq. No. 


.34 311 


Seq. ID 


LIB3027-010-Q1-B1-G3 


Method 


BLASTX 


NCBI GI 


gl38364 


BLAST score 


119 


E value 


4.0e-15 


Match length 


67 



% identity 53 

NCBI Description GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

Seq. No. 34512 



5197 



Seq. ID LIB3027-010-Q1-B1-H5 

Method BLASTX 

NCBI GI g3913425 

BLAST score 635 

E value 1.0e-66 

Match length 125 

% identity 94 

NCBI Description PUTATIVE PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
HELICASE >gi_2275203 (AC002337) RNA helicase isolog 
[Arabidopsis thaliana] 

Seq. No, 34513 

Seq. ID LIB3027-011-Q1-B1-C6 

Method BLASTN 

NCBI GI g3452136 

BLAST score 168 

E value 1.0e-89 

Match length 184 

% identity 99 

NCBI Description Glycine max mRNA for glucose-6-phosphate-dehydrogenase, 
partial 

Seq. No. 34514 

Seq. ID LIB3027-011-Q1-B1-F3 

Method BLASTX 

NCBI GI gll70746 

BLAST score 246 

E value 2.0e-21 

Match length 78 

% identity 64 t A ^„ nrn 

NCBI Description DESICCATION PROTECTANT PROTEIN LEA14 HOMOLOG >gi_472850 

(U08108) putative desiccation protectant protein, homolog 
of Leal4, GenBank Accession Number M88321 [Glycine max] 

Seq. No. 34515 

Seq. ID LIB3028-001-Q1-B1-A3 

Method BLASTX 

NCBI GI g3769472 

BLAST score 418 

E value 4.0e-41 

Match length 109 

% identity 68 

NCBI Description (AF064732) putative phospholipase A2 [Dianthus 
caryophyllus] 

Seq. No. 34516 

Seq. ID LIB3028-001-Q1-B1-B2 

Method BLASTX 

NCBI GI g282964 

BLAST score 195 

E value 5.0e-15 

Match length 136 

% identity 50 

NCBI Description transforming protein (myb) homolog (clone myb.Ph3) - garden 
petunia >gi_20563_emb_CAA78386_ (Z13996) protein 1 [Petunia 
x hybrida] 



5198 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



34517 

LIB3028-001-Q1-B1-E4 

BLASTX 

g4107099 

283 

2.0e-25 

102 

56 

(AB015141) AHP1 [Arabidopsis thaliana] 

>gi_4156245_dbj_BAA37112_ (AB012570) ATHP3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34518 

LIB3028-002-Q1-B1-A11 

BLASTX 

g2739374 

145 

4.0e-09 

58 

11 

(AC002505) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34519 

LIB3028-002-Q1-B1-C11 

BLASTX 

g3128224 

523 

2.0e-53 

115 
87 

(AC004077) putative protein serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34520 

LIB3028-002-Q1-B1-E2 

BLASTN 

g303900 

93 

7.0e-45 

309 

41 

Soybean gene for ubiquitin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34521 

LIB3028-002-Q1-B1-F8 

BLASTX 

g3540180 

320 

1.0e-29 

116 

53 

(AC004122) Unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



34522 

LIB3028-003-Q1-B1-B12 

BLASTX 

g3201617 



5199 



BLAST score 419 

E value 3.0e-41 

Match length 130 

% identity 58 

NCBI Description (AC004669) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 34523 

Seq. ID LIB3028-003-Q1-B1-C3 

Method BLASTX 

NCBI GI g4455169 

BLAST score 159 

E value 9.0e-ll 

Match length 92 

% identity 39 

NCBI Description (AL035521) putative aldehyde dehydrogenase [Arabidopsis 
thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34524 

LIB3028-003-Q1-B1-C5 

BLASTX 

g2160189 

353 

1.0e-33 

126 

8 

(AC000132) Similar to A, 
kinase (gb RLK5 ARATH) . 



thaliana receptor-like protein 
ESTs gb_ATTS0475,gb_ATTS4362 come 



from this gene. [Arabidopsis thaliana] 
34525 

LIB3028-003-Q1-B1-F2 

BLASTX 

g4467110 

599 

2.0e-62 

124 

89 

(AL035538) putative protein [Arabidopsis thaliana] 
34526 

LIB3028-003-Q1-B1-G10 

BLASTN 

g2564336 

104 

2.0e-51 

284 
84 

Brassica campestris mRNA for Tat binding protein 1, 
complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34527 

LIB3028-003-Q1-B1-G11 

BLASTN 

g609224 

186 

1.0e-100 

318 



5200 



% identity 

NCBI Description 



90 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 


Oyi con 




Seq. ID 


LIB50zb-0uo-Ql-Bl-Gz 




Method 


BLASTX 




NCBI GI 


gou4oozy 




BLAST score 


1 jit 

14 / 




E value 


2 . Oe-09 




Match lengtn 


Jo 




-6 identity 


DO 




NCBI Description 


(AJ002204) polyamine oxidase [Zea mays] 




Seq. No. 






Seq. ID 


LIBoUzo-UUo-Qi-BI-nl^ 




Method 


BLASTN 




NCBI GI 


gzoUoUou 




BLAST score 


157 




E value 


4 . Oe-83 




Match length 


313 




% identity 


O Q 
OO 




NCBI Description 


Glycine max sucrose synthase (SS) mRNA, 


complete 


Seq. No. 


34530 




Seq. ID 


LIB3028-004-Q1-B1-E11 




Method 


BLASTX 




NCBI GI 


g3135264 




BLAST score 


353 




E value 


2. 0e-33 




Match length 


89 




% identity 


76 




NCBI Description 


(AC003058) unknown protein [Arabidopsis 


thaliana 


Seq. No. 


34531 




Seq. ID 


LIB3028-004-Q1-B1-H12 




Method 


BLASTN 




NCBI GI 


g516853 




BLAST score 


254 




E value 


1.0e-141 




Match length 


346 




% identity 


27 




NCBI Description 


Soybean SUBI-2 gene for ubiquitin, complete cds 


Seq. No. 


34532 




Seq. ID 


LIB3028-005-Q1-B1-B10 




Method 


BLASTX 




NCBI GI 


g!168196 




BLAST score 


210 




E value 


6.0e-17 




Match length 


67 




% identity 


67 




NCBI Description 


14-3-3-LIKE PROTEIN >gi_555974 (U15036) 


14-3-3-1 




[Pisum sativum] 





Seq. No. 



34533 



5201 



II 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3028-005-Q1-B1-B8 

BLASTX 

gl771162 

163 

2.0e-13 

65 
66 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3687307_emb_CAA07000_ (AJ00637 9) subtilisin-like 
protease [Lycopersicon esculentum] 

34534 

LIB3028-005-Q1-B1-C6 

BLASTX 

g4335745 

174 

2.0e-12 

103 

43 

(AC006284) putative hydrolase (contains an 
esterase/lipase/thioesterase active site serine domain 
(prosite: PS50187) [Arabidopsis thaliana] 

34535 

LIB3028-005-Q1-B1-D2 

BLASTN 

g3377793 

140 

6.0e-73 

284 

87 

Glycine max proteasome IOTA subunit mRNA, complete cds 
34536 

LIB3028-005-Q1-B1-D5 

BLASTX 

g2498706 

142 

7.0e-09 

73 

41 

ORIGIN RECOGNITION COMPLEX PROTEIN, SUBUNIT 2 >gi_1113103 
(U40269) atOrc2p [Arabidopsis thaliana] >gi_3236239 
(AC004 684) origin recognition complex protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34537 

LIB3028-005-Q1-B1-D7 

BLASTX 

g!001708 

314 

7.0e-2 9 

139 

49 

(D64004; 



NifS [Synechocystis sp.] 



Seq. No. 



34538 



5202 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3028-006-Q1-B1-A10 

BLASTX 

gll5797 

285 

1.0e-25 

94 

57 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-215) (LHCP) >gi_100026_pir S16592 chlorophyll 

a/b-binding protein - garden pea >gi_20658_emb_CAA40365_ 
(X57082) chlorophyll a/b-binding protein [Pisum sativum] 

34539 

LIB3028-006-Q1-B1-A5 

BLASTN 

gl944318 

284 

1.0e-158 

326 
99 

Glycine max mRNA for cysteine proteinase inhibitor, 
complete cds 



Seq. No. 


34540 


Seq. ID 


LIB3028-006-Q1-B1-C5 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


216 


E value 


1.0e-17 


Match length 


91 


% identity 


50 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 


Seq. No. 


34541 


Seq. ID 


LIB3028-006-Q1-B1-E12 


Method 


BLASTX 


NCBI GI 


gl669.341 


BLAST score 


262 


E value 


8.0e-23 


Match length 


118 


% identity 


47 


NCBI Description 


(D45066) AOBP (ascorbate 




[Cucurbit a maxima] 


Seq. No. 


34542 


Seq. ID 


LIB3028-006-Q1-B1-E7 


Method 


BLASTX 


NCBI GI 


g3176098 


BLAST score 


341 


E value 


3.0e-32 


Match length 


107 


% identity 


67 


NCBI Description 


(Y15036) annexin [Medicag 


Seq. No. 


34543 


Seq. ID 


LIB3028-006-Q1-B1-G7 


Method 


BLASTX 



5203 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



No. 

ID 



Seq 
Seq 
Method 
NCBI GI 



g3128218 
395 

2.0e-38 

119 

66 

(AC004077) putative endl3 protein [Arabidopsis thaliana] 
34544 

LIB3028-006-Q1-B1-H1 

BLASTX 

gl23650 

301 

1.0e-27 

109 

58 

HEAT SHOCK COGNATE 70 KD PROTEIN >gi_82245_pir S03250 heat 

shock protein 70 (clone pMON9743) - garden petunia 
>gi_20557_emb_CAA30018_ (X06932) heat shock protein 70 
[Petunia x hybrida] 

34545 

LIB3028-007-Q1-B1-A4 

BLASTX 

g3738299 



[Arabidopsis thaliana] 



BLAST score 




E value 


1.0e-34 


Match length 


1U1 


% identity 


72 


NCBI Description 


(AC005309) putative glutaredoxin 




>gi_4249395 (AC006072) putative 




thaliana] 


Seq. No. 


34546 


Seq. ID 


LIB3028-007-Q1-B1-A9 


Method 


BLASTN 


NCBI GI 


g2935449 


BLAST score 


73 


E value 


6.0e-33 


Match length 


109 


% identity 


92 


NCBI Description 


Malus domestica histone H2B mRNA 


Seq. No. 


34547 


Seq. ID 


LIB3028-007-Q1-B1-B8 


Method 


BLASTX 


NCBI GI 


g4558673 


BLAST score 


244 


E value 


9.0e-21 


Match length 


125 


% identity 


33 


NCBI Description 


(AC007063) hypothetical protein 


Seq. No. 


34548 


Seq. ID 


LIB3028-007-Q1-B1-C7 


Method 


BLASTN 


NCBI GI 


g2760168 


BLAST score 


44 



5204 



E value 
Match length 
% identity 
NCBI Description 



1.0e-15 

215 

81 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MEE6, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34549 

LIB3028-007-Q1-B1-D10 

BLASTX 

g2894606 

208 

2.0e-16 

76 
55 

(AL021889) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34550 

LIB3028-007-Q1-B1-E7 

BLASTX 

g267079 

505 

2.0e-51 

131 

75 

TUBULIN BETA- 6 CHAIN >gi_320187_pir JQ1590 tubulin beta-6 

chain - Arabidopsis thaliana >gi_166904 (M84703) beta-6 
tubulin [Arabidopsis thaliana] 



Seq. No. 


34551 


Seq. ID 


LIB3028-007 


Method 


BLASTN 


NCBI GI 


gl8551 


BLAST score 


289 


E value 


1.0e-162 


Match length 


364 


% identity 


95 


NCBI Description 


Soybean Cab 




protein 


Seq. No. 


34552 


Seq. ID 


LIB3028-008 


Method 


BLASTX 


NCBI GI 


g3608479 


BLAST score 


240 


E value 


2.0e-20 


Match length 


60 


% identity 


78 


NCBI Description 


(AF088912) 


Seq. No. 


34553 


Seq. ID 


LIB3028-008 


Method 


BLASTX 


NCBI GI 


gl488255 


BLAST score 


172 


E value 


2.0e-12 


Match length 


59 


% identity 


49 



ribosomal protein L15 [Petunia x hybrida] 



5205 



o 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(U38416) ferulate-5-hydroxylase [Arabidopsis thaliana] 
>gi_2 96138 l_emb_CAA18 12 8_ (AL022141) f erulate-5-hydroxylase 
(FAH1) [Arabidopsis thaliana] >giJ3925365 (AF068574) 
ferulate-5-hydroxylase [Arabidopsis thaliana] 

34554 

LIB3028-008-Q1-B1-F2 

BLASTX 

g2642154 

162 

8.0e-14 

91 
55 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi_3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34555 

LIB3028-008-Q1-B1-G7 

BLASTN 

g312988 

130 

6.0e-67 

258 

88 

G.max mRNA for beta-tubulin, partial': cds 
34556 

LIB3028-009-Q1-B1-A6 

BLASTX 

g549986 

541 

2.0e-55 

141 

75 

(U13149) possible apospory-associated protein [Pennisetum 
ciliare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34557 

LIB3028-009-Q1-B1-B1 

BLASTN 

g303900 

209 

1.0e-114 

293 

28 

Soybean gene for ubiquitin, complete cds 
34558 

LIB3028-009-Q1-B1-C12 

BLASTX 

g3522929 

339 

6.0e-32 

78 

82 

(AC002535) putative dTDP-glucose 4-6-dehydratase 



5206 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] >gi_373827 9 (AC005309) putative 
dTDP-glucose 4-6-dehydratase [Arabidopsis thaliana] 

34559 

LIB3028-009-Q1-B1-C6 

BLASTX 

g462138 

299 

3.0e-27 

83 

67 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE , CYTOSOLIC 
>gi_169091 (L07500) glyceraldehyde-3-phosphate 
dehydrogenase [Pisum sativum] >gi_1345567_emb_CAA51675_ 

(X73150) glyceraldehyde 3-phosphate dehydrogenase 

(phosphorylating) [Pisum sativum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34560 

LIB3028-009-Q1-B1-D2 

BLASTX 

g3834322 

271 

7.0e-24 

96 

56 

(AC005679) EST gb_R30300 comes from this gene, 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34561 

LIB3028-009-Q1-B1-F7 

BLASTX 

g3695063 

341 

5.0e-32 
144 
60 

(AF064789) 
japonicus] 



rac GTPase activating protein 3 [Lotus 



Seq. No. 


34562 


Seq. ID 


LIB3028-009- 


Method 


BLASTN 


NCBI GI 


g3059094 


BLAST score 


125 


E value 


6.0e-64 


Match length 


184 


% identity 


92 


NCBI Description 


Glycine max 


Seq. No. 


34563 


Seq. ID 


LIB3028-009 


Method 


BLASTX 


NCBI GI 


g2739000 


BLAST score 


449 


E value 


1.0e-44 


Match length 


134 


% identity 


66 



5207 



NCBI Description (AF022459) CYP71D10p [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34564 

LIB3028-009-Q1-B1-H10 

BLASTX 

g3335376 

203 

5.0e-16 

79 
44 

(AC003028) putative ammonium transporter [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34565 

LIB3028-010-Q1-B1-A12 

BLASTX 

gl565225 

172 

2.0e-12 

43 

34 

(X95572) salt-tolerance protein [Arabidopsis thaliana] 
34566 

LIB3Q28-010-Q1-B1-D1 

BLASTN 

g3869087 

48 

3.0e-18 

96 
88 

Nicotiana paniculata mRNA for elongation factor-1 alpha 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34567 

LIB3028-010-Q1-B1-E3 

BLASTN 

g303900 

224 

1.0e-123 

334 
29 

Soybean gene for ubiquitin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34568 

LIB3028-010-Q1-B1-F12 

BLASTX 

gl314277 

149 

1.0e-09 

111 

31 

(U34919) white homolog [Homo sapiens] 



Seq. No. 
Seq. ID 
Method 



34569 

LIB3028-011-Q1-B1-E12 
BLASTN 



5208 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



gl70087 
91 

7.0e-44 

171 
88 

G.max vegetative storage protein mRNA (VSP25 gene) 



34570 

LIB3028-011-Q1-B1-E8 

BLASTN 

g310575 

254 

1.0e-141 

413 
93 

Glycine max nodulin-26 mRNA, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34571 

LIB3028-011-Q1-B1-F1 

BLASTX 

g3176715 

381 

8.0e-37 

117 

64 

(AC002392) putative receptor-like protein kinase 
[Arabidopsis t ha liana] 

34572 

LIB3028-011-Q1-B1-G8 

BLASTX 

g2088G43 

237 

4.0e-20 

64 

36 

(AF002109) transcription factor SF3 isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34573 

LIB3028-011-Q1-B1-H2 

BLASTN 

gl408470 

38 

3.0e-12 

110 

84 

Arabidopsis thaliana actin depolymerizing factor 1 (AtADFl) 
mRNA, complete cds 

34574 

LIB3028-012-Q1-B1-C11 

BLASTX 

g4539333 

345 

1.0e-32 

110 



5209 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



61 

(AL035539) putative amino acid transport protein 
[Arabidopsis thaliana] 

34575 

LIB3028-012-Q1-B1-G12 

BLASTX 

gll71642 

216 

2.0e-17 

90 

50 

PROBABLE SERINE / THREONINE- PROTE IN KINASE NAK 

>gi_481206_pir S38326 protein kinase - Arabidopsis 

thaliana >gi_166809 (L07248) protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34576 

LIB3028-013-Q1-B1-A11 

BLASTX 

g2129889 

269 

5.0e-31 

95 
76 

methionine adenosyltransf erase 



(EC 2.5.1.6) 2 - garden pea 



34577 

LIB3028-013-Q1-B1-C4 

BLASTX 

g2505884 

282 

3.0e-25 

90 

59 

(Y12776) hypothetical protein [Arabidopsis thaliana] 
34578 

LIB3028-013-Q1-B1-E1 

BLASTX 

g951449 

214 

6.0e-25 

96 

59 

(L46681) aspartic protease precursor [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34579 

LIB3028-013-Q1-B1-F1 

BLASTN 

g2463568 

48 

3.0e-18 

173 

81 

Glycine max mRNA for squalene synthase, complete cds 



5210 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34580 

LIB3028-013-Q1-B1-G6 

BLASTX 

g4049632 

520 

4.0e-53 
129 
80 

(AF039406) 
thaliana] 



pyruvate dehydrogenase kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34581 

LIB3028-014-Q1-B1-A9 

BLASTX 

gl781299 

185 

9.0e-14 

55 
62 

(Y09506) 
tabacum] 



transformer-SR ribonucleoprotein [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34582 

LIB3028-014-Q1-B1-B3 

BLASTX 

g3122671 

259 

1.0e-22 

85 
56 

HYPOTHETICAL RAEl-LIKE PROTEIN >gi__2129676_pir S71241 

probable export protein - Arabidopsis thaliana >gi_1297188 

(U53501) Theoretical protein with similarity to Swiss-Prot 
Accession Number P41838 poly A+ RNA export protein 

[Arabidopsis thaliana] 



Seq. No. 


34583 


Seq. ID 


LIB3028-014-Q1-B1-B4 


Method 


BLASTX 


NCBI GI 


g4544419 


BLAST score 


249 


E value 


3.0e-21 


Match length 


67 


% identity 


79 


NCBI Description 


(AC006955) unknown protein 


Seq. No. 


34584 


Seq. ID 


LIB3028-014-Q1-B1-C5 


Method 


BLASTX 


NCBI GI 


g4406781 


BLAST score 


161 


E value 


4.0e-ll 


Match length 


120 


% identity 


42 


NCBI Description 


(AC006532) putative Na+/H+ 



thaliana] 



5211 



o 



Seq. No. 34585 

Seq. ID LIB3028-014-Q1-B1-D1 

Method BLASTN 

NCBI GI g2570122 

BLAST score 33 

E value 5.0e-09 

Match length 41 

% identity 95 

NCBI Description S.latifolia mRNA, clone CCLS 30*1-21 

Seq. No. 34586 

Seq. ID LIB3028-014-Q1-B1-E9 

Method BLASTX 

NCBI GI g4572673 

BLAST score 297 

E value 5.0e-27 

Match length 103 

% identity 54 

NCBI Description (AC006954) putative sarcosine oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34587 

LIB3028-014-Q1-B1-G4 

BLASTX 

gl515454 

147 

1.0e-09 

69 

46 

(U64448) lac repressor [Cloning vector pCMVLacI] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34588 

LIB3028-015- 
BLASTX 
g267124 
184 

4.0e-23 

96 

61 

THIOREDOXIN 
thioredoxin 



Q1-B1-A11 



H-TYPE 1 (TRX-H1) >gi_100387_pir S16590 

hi - common tobacco >gi_20047_emb_CAA41415_ 



(X58527) thioredoxin [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34589 

LIB3028-015-Q1-B1-C5 

BLASTX 

gll72664 

383 

4.0e-37 

118 

66 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT III PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 17 KD PROTEIN) (PSI-F) 

>gi_419791_pir S31165 photosystem I chain III precursor 

Flaveria trinervia >gi__298482_bbs_127083 photosystem I 
reaction center subunit III, PSI-RC PsaF [Flaveria 



5212 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



trinervia, Peptide, 232 aa] >gi_168173 (M83119) photosystem 
I subunit III [Flaveria trinervia] 

34590 

LIB3028-015-Q1-B1-D2 

BLASTX 

g2746719 

210 

7.0e-17 

102 

48 

(AF038386) histone H2B [Capsicum annuum] 



34591 

LIB3028-015-Q1-B1-E10 

BLASTN 

g2815245 

75 

5.0e-34 

203 

84 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone: 



Seq. No. 


34592 


beq. ID 




Method 


BLASTX 


NCBI GI 


g2252824 


BLAST score 


407 


E value 


7.0e-40 


Match length 


104 


% identity 


73 


NCBI Description 


(AF013293) No definition 


Seq. No. 


34593 


Seq. ID 


LIB3028-016-Q1-B1-A11 


Method 


BLASTX 


NCBI GI 


gl076634 


BLAST score 


186 


E value 


4.0e-14 


Match length 


78 


% identity 


50 


NCBI Description 


protein-serine /threonine 




>gi_5 0514 6_db j _BAA0 6 5 3 8_ 




kinase [Nicotiana tabacur 


Seq. No. 


34594 


Seq. ID 


LIB3028-016-Q1-B1-A9 


Method 


BLASTN 


NCBI GI 


gl8761 


BLAST score 


77 


E value 


3.0e-35 


Match length 


249 


% identity 


89 


NCBI Description 


Soybean stem ntRNA for 31 



( D3 17 37 ) protein-serine/ threonine 



Seq. No. 



34595 



5213 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3028-016-Q1-B1-C12 

BLASTX 

g3183088 

164 

2.0e-ll 

94 
38 

PROBABLE NONSPECIFIC LIPID- TRANSFER PROTEIN ARCS 9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 





34596 


Seq. ID 


LIB3028-016-Q1-B1-D10 


Method 


BLASTX 


NCBI GI 


g4510383 


BLAST score 


256 


E value 


1.0e-22 


Match length 


67 


% identity 


79 


NCBI Description 


(AC007017) unknown protein [Arabidopsis thaliana] 


Seq. No. 


34597 


Seq. ID 


LIB3028-017-Q1-B1-C5 


Method 


BLASTX 


NCBI GI 


g2983814 


BLAST score 


151 


E value 


4.0e-10 


Match length 


78 


% identity 


41 


NCBI Description 


(AE000739) tryptophan synthase beta subunit [Aquifex 



aeolicus] 



Seq. No. 


34598 






Seq. ID 


LIB3028-017-Q1-B1-G10 






Method 


BLASTX 






NCBI GI 


g3063691 






BLAST score 


267 






E value 


2.0e-23 






Match length 


68 






% identity 


68 






NCBI Description 


(AL022537) putative protein 


[Arabidopsis 


thaliana] 


Seq. No. 


34599 






Seq. ID 


LIB3028-018-Q1-B1-A4 






Method 


BLASTX 






NCBI GI 


g2911073 






BLAST score 


177 






E value 


4.0e-13 






Match length 


66 






% identity 


50 






NCBI Description 


(AL021960) putative protein 


[Arabidopsis 


thaliana] 



Seq. No. 34600 

Seq. ID LIB3028-018-Q1-B1-A8 

Method BLASTX 

NCBI GI g!871182 



5214 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



300 

1.0e-27 

84 

67 

(U90439) phospholipase D isolog [Arabidopsis thaliana] 



34601 

LIB3028-018-Q1-B1-B1 

BLASTN 

g3021484 

36 

7.0e-ll 

68 
88 

Lycopersicon esculentum H2B-3 



mRNA for histone H2B 



34602 

LIB3028-018-Q1-B1-C2 

BLASTX 

g2129879 

190 

1.0e-17 

108 

50 

chlorophyll a/b-binding protein type II precursor, 
photosystem I - garden pea >gi_602359_emb__CAA57492_ 
(X81962) Type II chlorophyll a/b binding protein from 
photosystem I [Pisum sativum] 

34603 

LIB3028-018-Q1-B1-C5 

BLASTN 

g2764803 

122 

4.0e-62 

310 

85 

G.max mRNA for epoxide hydrolase 



34604 

LIB3028-018-Q1-B1-D6 

BLASTX 

g2618705 

257 

2.0e-26 

93 

43 

(AC002510) putative ABC transporter, 
[Arabidopsis thaliana] 



5 1 partial 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



34605 

LIB3028-018-Q1-B1-E9 

BLASTX 

g4455276 

393 

3.0e-38 
123 



5215 



% identity 

NGBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



63 

(AL035527) 
thaliana] 



peptide transporter-like protein [Arabidopsis 



34606 

LIB3028-018-Q1-B1-G10 

BLASTX 

g3004564 

272 

4.0e-24 

106 

51 

(AC003673) putative receptor Ser/Thr protein kinase 
[Arabidopsis thaliana] 



Seq. No. 


34607 


Od« T Pi 

beq. lu 


T TR*^n9P-f!l ft -HI -R1 -m 1 

LIDjUZO U -L o yi OX Oil 


Method 


DT 7\ QTKI 


NCBI GI 


g4oooo / 


jdijAo j. score 


1 HQ 


E value 


o . ue~04 


Match length 


O A C 

ZUD 


% identity 


ft ft 


NLrni Description 


irlSUIU oclulVUIll UU14U1L1U t 






Seq. No. 


34608 


Seq. ID 


LIB3028-018-Q1-B1-H12 


Method 


BLASTX 


NCBI GI 


g2618699 


BLAST score 


267 


E value 


2.0e-23 


Match length 


71 


% identity 


63 


NCBI Description 


(AC002510) unknown prote 


Seq. No. 


34609 


Seq. ID 


LIB3028-018-Q1-B1-H5 


Method 


BLASTN 


NCBI GI 


gl053215 


BLAST score 


165 


E value 


9.0e-88 


Match length 


357 


% identity 


87 


NCBI Description 


Glycine max chlorophyll 



(UBC4 ) , complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-binding protein (cab3) inRNA, 
nuclear gene encoding chloroplast protein, complete cds 

34610 

LIB3028-018-Q1-B1-H8 

BLASTX 

g4455259 

355 

8.0e-34 

119 
59 

(AL035523) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



5216 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34611 

LIB3028-019-Q1-B1-A12 

BLASTX 

g2708331 

286 

1.0e-25 

94 

61 

(AF038557) ligand gated channel-like protein [Arabidopsis 
thaliana] 



Seq. No. 34612 

Seq. ID LIB3028-019-Q1-B1-A7 

Method BLASTN 

NCBI GI gl256365 

BLAST score 41 

E value 6.0e-14 

Match length 65 

% identity 91 

NCBI Description Promoter-trapping vector pdeltagusBinl9 

Seq. No. 34613 

Seq. ID LIB3028-019-Q1-B1-B11 

Method BLASTX 

NCBI GI g2832640 

BLAST score 347 

E value 6.0e-33 

Match length 105 

% identity 65 

NCBI Description (AL021710) neoxanthin cleavage enzyme - like protein 
[Arabidopsis thaliana] 

Seq. No. 34614 

Seq. ID LIB3028-019-Q1-B1-B6 

Method BLASTX 

NCBI GI g309673 

BLAST score 213 

E value 2.0e-17 

Match length 81 

% identity 62 

NCBI Description (L19651) light harvesting protein [Pisum sativum] 

Seq. No. 34615 

Seq. ID LIB3028-019-Q1-B1-B7 

Method BLASTN 

NCBI GI gl399379 

BLAST score 106 

E value 9.0e-53 

Match length 122 

% identity 97 

NCBI Description Glycine max S-adenosyl-L-methionine:delta24-sterol-C- 
methyltransferase mRNA, complete cds 



Seq. No. 34616 

Seq. ID LIB3028-019-Q1-B1-C5 

Method BLASTX 



5217 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g542005 
181 

1.0e-13 

71 
56 

endoxyloglucan transferase - adzuki bean 
>gi_469510_dbjJ3AA03925_ (D16458) endo-xyloglucan 
transferase [Vigna angularis] 

34617 

LIB3028-019-Q1-B1-C6 

BLASTN 

gl8551 

132 

3.0e-68 

236 

89 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34618 

LIB3028-019-Q1-B1-D1 

BLASTX 

gl346701 

284 

2.0e-25 

110 

48 

EXOPOLYGALACTURONASE CLONE GBGE184 PRECURSOR (EXOPG) 
(PECTINASE) (GALACTURAN 1, 4-ALPHA-GALACTURONIDASE) 

>gi_421831_pir S34199 exopolygalacturonase (clone GBGel84] 

- Arabidopsis thaliana >gi_313682_emb__CAA51032_ (X72291) 
exopolygalacturonase [Arabidopsis thaliana] 
>gi_3004440_emb_CAA76127_ (Y16230) polygalacturonase 
[Arabidopsis thaliana] 



Seq. No. 


34619 


Seq. ID 


LIB3028-019-Q1-B1-E11 


Method 


BLASTX 


NCBI GI 


g4100433 


BLAST score 


234 


E value 


1.0e-19 


Match length 


50 


% identity 


82 


NCBI Description 


(AF000378) beta-glucosidase 


Seq. No. 


34620 


Seq. ID 


LIB3028-019-Q1-B1-F5 


Method 


BLASTN 


NCBI GI 


gl8557 


BLAST score 


84 


E value 


1.0e-39 


Match length 


136 


% identity 


91 


NCBI Description 


G.max mRNA for ACC synthase 


Seq. No. 


34621 



[Glycine max] 



5218 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CI 



LIB3028-019-Q1-B1-G11 

BLASTX 

g2055228 

143 

6.0e-09 

78 
41 

(AB000129) SRC1 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34622 

LIB3028-019-Q1-B1-H10 

BLASTX 

g3461821 

184 

9.0e-14 

91 

46 

(AC004138) putative nucleoside triphosphatase [Arabidopsis 
thaliana] 



Seq. No. 


34623 


Seq. ID 


LIB3028-020-Q1-B1-A11 


Method 


BLASTX 




rtllA 1 A AT. 


BLAST score 


315 


E value 


4.0e-29 


Match length 


108 


% identity 


58 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq. No. 


34624 


Seq. ID 


LIB3028-020-Q1-B1-A7 


Method 


BLASTX 


NCBI GI 


g4049354 


BLAST score 


154 


E value 


3.0e-10 


Match length 


62 


% identity 


47 


NCBI Description 


(AL034567) glycine hydroxymethyltransf erase 




2 . 1 . 2 . 1) -like protein [Arabidopsis thaliana 


Seq. No. 


34625 


Seq. ID 


LIB3028-020-Q1-B1-D2 


Method 


BLASTX 


NCBI GI 


g4239692 


BLAST score 


270 


E value 


9.0e-24 


Match length 


54 


% identity 


81 



NCBI Description (AJ132745) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



34626 

LIB3028-020-Q1-B1-E3 

BLASTX 

gl408296 

176 

3.0e-13 



5219 



II 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 
69 

(U61984) phosphoglucorautase A [Dictyostelium discoideum] 
34627 

LIB3028-020-Q1-B1-F11 

BLASTX 

gl669599 

180 

3.0e-13 

99 
40 

(D88746) AR791 [Arabidopsis thaliana] 
34628 

LIB3028-020-Q1-B1-G12 

BLASTX 

g4572671 

416 

3.0e-54 

133 

81 

(AC006954) putative cyclic nucleotide regulated ion channel 
[Arabidopsis thaliana] 

34629 

LIB3028-020-Q1-B1-H6 

BLASTX 

g4206122 

344 

2.0e-32 

123 

55 

(AF097667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 

34630 

LIB3028-021-Q1-B1-B1 

BLASTX 

g2244924 

164 

2.0e-ll 

53 

55 

(Z97339) glutaredoxin [Arabidopsis thaliana] 
34631 

LIB3028-021-Q1-B1-B5 

BLASTX 

g4160441 

123 

6.0e-09 

106 

42 

(AF098674) lateral suppressor protein [Lycopersicon 
esculentum] 



5220 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34632 

LIB3028-021-Q1-B1-B9 

BLASTX 

g4377374 

251 

1.0e-21 

122 

39 

(AEO 01684) Adenosylmethionine- 8 -Amino-7 -Oxononanoat e 
Aminotransferase [Chlamydia pneumoniae] 



beq. wo. 




beq. ±u 


lidjuzo uzz yi oi u^t 


Method 


BLASTX 


NCBI GI 


g4490736 


BLAST score 


1 CA 
lo4 


E value 


7 . Oe-lz 


Match length 


53 


% identity 


O / 


NCBI Description 


(AL035708) putative protein [Arabidopsis thai 


Seq. No. 


J4 o J4 


Seq. ID 


LIBJU^o-U^^-yi-Bl-Dl^ 


Method 


BLASTX 


NCBI GI 


g2244929 


BLAST score 


293 


E value 


2 . Oe-26 


Match length 


128 


% identity 


50 


NCBI Description 


(Z 97339) unnamed protein product [Arabidopsis 


Seq. No. 


o4 d 3D 


Seq. ID 


LIdouZo-Uzz— yi-rsl-JJ4 


Method 


BLASTX 


NCBI GI 


g4432814 


BLAST score 


lo / 


E value 


1 . 0e-14 


Match length 


53 


% identity 


-7 n 
/ U 


NCBI Description 


(AC006593) unknown protein [Arabidopsis thali 


Seq. No. 


34636 


Seq. ID 


LIB3028-022-Q1-B1-E9 


Method 


BLASTX 


NCBI GI 


g3702327 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


62 


% identity 


63 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thali 


Seq. No. 


34637 


Seq. ID 


LIB3028-022-Q1-B1-F1 


Method 


BLASTN 


NCBI GI 


g255578 


BLAST score 


98 


E value 


6.0e-48 




5221 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



209 
90 

small auxin up RNA gene cluster: orf X10A [Glycine 
max=soybeans, cv. Wayne , Genomic, 666 nt] 

34638 

LIB3028-022-Q1-B1-F3 

BLASTX 

gl350720 

136 

1.0e-08 

44 

61 

60S RIBOSOMAL PROTEIN L32 
34639 

LIB3028-022-Q1-B1-F6 

BLASTN 

gl431628 

118 

9.0e-60 

335 
87 

V.radiata mRNA for pectinacetylesterase 
34640 

LIB3028-022-Q1-B1-G9 

BLASTX 

g2739044 

405 

1.0e-39 

111 

68 

(AF024651) polyphosphoinositide binding protein Sshlp 
[Glycine max] 



Seq. No. 


34641 


Seq. ID 


LIB3028-022 


Method 


BLASTX 


NCBI GI 


g3738339 


BLAST score 


174 


E value 


5.0e-16 


Match length 


90 


% identity 


37 


NCBI Description 


(AC005170) 


Seq. No. 


34642 


Seq. ID 


LIB3028-023 


Method 


BLASTX 


NCBI GI 


g4200122 


BLAST score 


357 


E value 


5.0e-34 


Match length 


109 


% identity 


61 


NCBI Description 


(AJ009555) 


Seq. No. 


34643 



-H3 



putative kinase [Arabidopsis thaliana] 



hypothetical protein [Arabidopsis thaliana] 



5222 






cpcr ID 


LIB3028-023-Q1-B1-C5 






RT.ASTX 










BLAST score 


141 




E value 


1.0e-08 
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thallanal 




beg. ino ♦ 








LIB3028-024-Q1-B1-A6 










NCBI GI 






BLAST score 


57 




E value 


3.0e-23 
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J 


NCBI GI 


g4522012 




BLAST score 


158 


"» - 
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Marcn lengtn 






% identity 


A 1 
4 1 


3-™:: 


rJ^yDi uescripuion 


farnmnfiQ^ h\/noi-hpt*i ral nrof pin TArabidoosis thalianal 




beg. no. 




"l"f 


Cna Tn 
oeq. -LU 


T,TR^n?8-024-Ol-Bl-Ell 




Method 


DT 7\ Q^V 




NCBI GI 


g4006827 




BLAST score 


313 
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(AC005970) subtilisin-like protease [Arabidopsis thaliana 




O O CJ • IN U • 








LIR3028-024-O1-B1-F2 




Method 


RT flCTY 




NCBI GI 


g3152613 




BLAST score 


280 




£j value 








Xi J 




% identity 






\TPRT nfaQpririt"! nn 


(AC004482) hypothetical protein [Arabidopsis thaliana] 




beg. wo. 


^4 f^4 R 




Seq. ID 


LIB3028-024-Q1-B1-H4 




Method 


BLASTX 




NCBI GI 


g2828280 




BLAST score 


192 




E value 


7.0e-15 



5223 



Match length 

% identity 

NCBI Description 



47 
74 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA16762_ (AL021711) putative protein 
[Arabidopsis thaliana] 



oeq. NO* 


Id fid Q 


Oct T Pi 

beg. iu 




L v It; LIUJU 


RT.A^TX 




y o i u^. do *± 


dLu\o i score 


1 Rf\ 


TJ 1 Tjal no 
ilt vdlUc 


7 np-1 n 


l v Ja.T_Cfl XGIigi-IJl 
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9: "1 denr i t* V 
o j. vjiv^ii -i- v. y 


72 


NCBI Description 


(AC004697) hypothetical protein 


Seg. No. 


34650 


Seg. ID 


LIB3028-025-Q1-B1-B10 


Method 


BLASTX 


NCBI GI 


g!345785 


BLAST score 


536 


E value 


1.0e-56 


Match length 


126 


% identity 


94 


NCBI Description 


CHALCONE SYNTHASE 1 (NARINGENIN- 



[Camellia sinensis] 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34651 

LIB3028-025-Q1-B1-F1 

BLASTX 

g2982431 

203 

6.0e-16 
125 
3 

(AL022224) 
thaliana] 



leucine rich repeat-like protein [Arabidopsis 



Seg. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34652 

LIB3028-026-Q1-B1-A4 

BLASTX 

g3176874 

179 

4.0e-13 

45 
69 

(AF065639) 
thaliana] 



cucumisin-like serine protease [Arabidopsis 



Seg. No. 
Seg. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34653 

LIB3028-026-Q1-B1-F12 

BLASTX 

g4468993 

543 

8.0e-56 
123 



5224 





81 


NCBI Descriction 


(AL035605) putative protein [Arabidopsis thaliana] 




34654 


Seq. ID 


LIB3028-026-Q1-B1-H9 




BLASTX 


NCBI GI 


g3608155 


BLAST score 


402 


TT TT3 ] lip 


3 . Oe-39 




J- *± 


x5 lUcilLJ.L_y 


fin 


NCRT Dpscrict" ion 


(AC005314) putative RNA helicase [Arabidopsis thaliana] 




34655 


Seq. ID 


LIB3028-027-Q1-B2-A5 


Mp"l~hod 


BLASTX 


IN \s ID J. Ul 




BLAST score 


335 


E value 


2.0e-31 




121 




/ V 


EM 1^X3 J. UcoOlipLlUIi 


^Z\r*finRfi9"^ nnfafi vp arrrnnant p nro'hF'i n r Arabidcosis 




L.liCt_L_LClllCl j 


O fc; <^ • IN \J • 


.j *± u «j u 


Seq. ID 


LIB3028-027-Q1-B2-D9 


Method 


BLASTX 


NCBI GI 


g2911797 


BLAST score 


142 


E value 


7.0e-09 


Match length 


82 



% identity 

NCBI Description 



49 

(AF008183) 4-coumarate:CoA ligase 2 [Populus balsamif era 
subsp. trichocarpa X Populus deltoides] 



Seq. No. 


34657 


Seq. ID 


LIB3028-027-Q1-B2-G6 


Method 


BLASTN 


NCBI GI 


gl841474 


BLAST score 


91 


E value 


9.0e-44 


Match length 


171 


% identity 


89 


NCBI Description 


P. sativum mRNA for Myb- 


Seq. No. 


34658 


Seq. ID 


LIB3028-028-Q1-B1-B12 


Method 


BLASTX 


NCBI GI 


g2829910 


BLAST score 


352 


E value 


2.0e-33 


Match length 


119 


% identity 


11 


NCBI Description 


(AC002291) Unknown prot 




chromosome condensation 


Seq. No. 


34659 



(Myb26) 



contains regulator of 



5225 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3028-028-Q1-B1-B2 

BLASTN 

g3860312 

44 

1.0e-15 

70 
97 

Cicer arietinum mRNA for hypothetical protein, clone Canl4 4 
34660 

LIB3028-028-Q1-B1-B6 

BLASTX 

g!903357 

366 

4.0e-35 

112 

58 

(AC000104) Strong similarity to Arabidopsis 2A6 
(gb X83096) . [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34661 

LIB3028-028-Q1-B1-B7 

BLASTX 

g!903357 

223 

2.0e-18 

74 

59 

(AC000104) Strong similarity to Arabidopsis 2A6 
(gb_X83096) . [Arabidopsis thaliana] 

34662 

LIB3028-028-Q1-B1-F10 

BLASTN 

g56539 

75 

4.0e-34 

234 

93 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34663 

LIB3028-028-Q1-B1-G1 

BLASTX 

g4539326 

439 

1.0e-43 

108 
77 

(AL035679) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 



34664 

LIB3028-028-Q1-B1-H6 
BLASTX 



5226 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl23620 
196 

4.0e-15 

106 

49 

HEAT SHOCK COGNATE 70 KD PROTEIN 2 >gi_100224_pir S14950 

heat shock cognate protein 70 - tomato 

>gi_19258_emb__CAA37971_ (X54030) heat shock protein cognate 
70 [Lycopersicon esculentum] 

34665 

LIB3028-029-Q1-B1-B11 

BLASTX 

g3367522 

180 

5.0e-20 

125 

40 

(AC004392) EST gb_T04691 comes from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34666 

LIB3028-029-Q1-B1-D10 

BLASTN 

gl8551 

397 

0.0e+00 

397 

100 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

34667 

LIB3028-029-Q1-B1-D11 

BLASTX 

gl28592 

309 

2.0e-28 

89 

64 

POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 

>gi_82190_pir S22495 pollen-specific protein precursor - 

common tobacco >giJL9902_emb_CAA43454_ (X61146) pollen 
specific protein [Nicotiana tabacum] 

34668 

LIB3028-029-Q1-B1-E5 

BLASTX 

gl730107 

241 

2.0e-20 

53 
83 

LEUCOANTHOC YAN I D I N D I OXYGENASE (LDOX) (LEUCOANTHOCYANIDIN 

HYDROXYLASE) >gi_42187 0_pir S33144 anthocyanidin 

hydroxylase - apple tree >gi_296844_emb_CAA504 98_ (X71360) 
anthocyanidin hydroxylase [Malus sp.] 



5227 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34669 

LIB3028-029-Q1-B1-F4 

BLASTX 

g2662077 

166 

1.0e-ll 

111 

35 

(AB007858) KIAA0398 [Homo sapiens] >gi_3450836 (AF067791) 
mRNA 5 1 cap guanine-N-7 methyltransf erase [Homo sapiens] 
>gi_4200033_dbj_BAA74464_ (AB022604) mRNA 
(guanine-7-)methyltransferase [Homo sapiens] 
>gi_4506567_ref_NP_003790 . l_j>RNMT_ UNKNOWN 



Seq. No. 


34670 


Seq. ID 


t TD^noo noQ r\i di ljq 


Method 


TIT 7\ C m V 

BLASTX 


NCBI GI 


g2245394 


BLAST score 


Z DO 


E value 


2. . ue-z / 


Match length 


95 


■s lusntiiy 


DO 


NCBI Description 


(U89771) ARF1 -binding protein 


Seq. No. 


34671 


Seq. ID 


LIB3028-030-Q1-B1-A1 


Method 


BLASTN 


NCBI GI 


g4220633 


BLAST score 


51 


E value 


1.0e-19 


Match length 


264 


% identity 


84 


NCBI Description 


Arabidopsis thaliana genomic 




K7J8, complete sequence [Arab 


Seq. No. 


34672 


Seq. ID 


LIB3028-030-Q1-B1-A9 


Method 


BLASTX 


NCBI GI 


g3142303 


BLAST score 


222 


E value 


3.0e-18 


Match length 


109 



% identity 

NCBI Description 



38 

(AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A. thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



34673 

LIB3028-030-Q1-B1-B2 

BLASTX 

gl666171 

353 

4.0e-34 

108 

66 



5228 



NCBI Description (Y09105) unknown [Nicotiana plumbaginifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34674 

LIB3028-030-Q1-B1-C4 

BLASTX 

g3550661 

139 

2.0e-16 

92 

64 

(AJ001310) 39 kDa EF-Hand containing protein [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34675 

LIB3028-030-Q1-B1-D7 

BLASTN 

g56539 

87 

3.0e-41 

285 

94 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34676 

LIB3028-030-Q1-B1-E2 

BLASTX 

g2347088 

142 

6.0e-15 

78 
60 

(U72765) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34677 

LIB3028-030-Q1-B1-H12 

BLASTX 

g3785971 

232 

1.0e-19 

96 

56 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
>gi_4262248__gb_AAD14541_ (AC006200) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34678 

LIB3028-030-Q1-B1-H8 

BLASTX 

g3S8 6172 

316 

2.0e-29 

95 

65 

(AB015428) EXGT1 [Pisum sativum] 



5229 



II 



Seq. No. 


34679 


Seq. ID 


LIB3028-031-Q1-B1-C12 


Method 


BLASTX 


NCBI GI 


g4204268 


BLAST score 


235 


TP, Vr5 lllP 


9. Oe-20 


Mat*ph 1 f^nfrth 


118 


% identity 


48 


NPRT ^ptt of* ion 


(AC005223) 62134 [Arab 


Seq. No. 


34680 


Seq. ID 


LIB3028-031-Q1-B1-D11 


Method 


BLASTX 


NCBI GI 


gl26307 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


132 


% identity 


38 


NCBI Description 


TRIACYLGLYCEROL LIPASE 



ECURSOR (LIPASE, LINGUAL) 

>gi_67160_pir LIRTT triacylglycerol lipase (EC 3.1.1.3) 

precursor, lingual - rat >gi_56596_emb_CAA26179_ (X02309) 
lipase precursor [Rattus norvegicus] 



Seq. No. 


34681 


Seq. ID 


LIB3028-031-Q1-B1-E3 




dLAoIa 


MpDT pt 


rrl Q1 A f>R1 


BLAST score 


210 


E value 


9.0e-17 


Match length 


67 


% identity 


60 


NCBI Description 


(Y12013) RAD23, isoform I [Daucus carota] 


Seq. No. 


34682 


Seq. ID 


LIB3028-031-Q1-B1-F2 


Method 


BLASTX 


NCBI GI 


g2832616 


BLAST score 


210 


E value 


9.0e-17 


Match length 


46 


% identity 


85 


NCBI Description 


(AL021711) heat shock transcription factor 




[Arabidopsis thaliana] 


Seq. No. 


34683 


Seq. ID 


LIB3028-032-Q1-B1-B2 


Method 


BLASTX 


NCBI GI 


gl946366 


BLAST score 


145 


E value 


4.0e-09 


Match length 


72 


% identity 


49 


NCBI Description 


(U93215) unknown protein [Arabidopsis thai 


Seq . No . 


34684 


Seq. ID 


LIB3028-032-Q1-B1-D2 



like protein 



5230 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g913445 

511 

5.0e-52 

125 

74 

(S75487) 
homolog 



alcohol dehydrogenase ADH=alcohol dehydrogenase 
{EC 1.1.1.1} [Lycopersicon esculentum=tomatoes, cv. 



red cherry, Peptide, 389 aa] [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



34685 

LIB3028-033-Q1-B1-A5 

BLASTN 

gl236948 

66 

5.0e-29 

178 

86 

Glycine max lipoxygenase L-5 



(vlxB) mRNA, complete cds 



Seq. No. 


34686 


Seq, ID 


LIB3028-034-Q1-B1-A7 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


348 


E value 


6.0e-33 


Match length 


99 


% identity 


67 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq. No. 


34687 


Seq. ID 


LIB3028-034-Q1-B1-C6 


Method 


BLASTX 


NCBI GI 


g602292 


BLAST score 


144 


E value 


4.0e-09 


Match length 


81 


% identity 


41 


NCBI Description 


(U17987) RCH2 protein [Brassica napus] 


Seq. No. 


34688 


Seq. ID 


LIB3028-034-Q1-B1-E12 


Method 


BLASTX 


NCBI GI 


g2920666 


BLAST score 


258 


E value 


2.0e-22 


Match length 


96 


% identity 


54 


NCBI Description 


(AF048978) 2,4-D inducible glutathione S-transf erase 



[Glycine max] 



Seq. No. 34689 

Seq. ID LIB3028-034-Q1-B1-F11 

Method BLASTX 

NCBI GI g4049350 

BLAST score 141 

E value 9.0e-09 



5231 




Match length 84 

% identity 33 

NCBI Description (AL034567) putative protein [Arabidopsis thaliana] 

Seq. No. 34690 

Seq. ID LIB3028-034-Q1-B1-F12 

Method BLASTN 

NCBI GI g516853 

BLAST score 181 

E value 2.0e-97 

Match length 317 

% identity 38 

NCBI Description Soybean SUBI-2 gene for ubiquitin, complete cds 



Seq. No. 


34691 


Seq. ID 


LIB3028-034-Q1-B1-H1 


Method 


BLASTX 


NCBI GI 


g3435096 


BLAST score 


381 


E value 


9.0e-37 


Match length 


98 


% identity 


73 


NCBI Description 


(AF033587) SRZ-80 [Arabidopsis thaliana] 


Seq. No. 


34692 


Seq. ID 


LIB3028-034-Q1-B1-H2 


Method 


BLASTX 


NCBI GI 


g!345132 


BLAST score 


323 


E value 


4.0e-30 


Match length 


108 


% identity 


62 


NCBI Description 


(U47029) ERECTA [Arabidopsis thaliana] 



>gi_1389566_dbj_BAA11869_ (D83257) receptor protein kinase 
[Arabidopsis thaliana] >gi_3075386 (AC004484) receptor 
protein kinase, ERECTA [Arabidopsis thaliana] 



Seq. No. 


34693 


Seq. ID 


LIB3028-035-Q1-B1-A4 


Method 


BLASTX 


NCBI GI 


g3063448 


BLAST score 


290 


E value 


4.0e-26 


Match length 


126 


% identity 


47 


NCBI Description 


(AC003981) F22O13.10 [Arabidopsis thaliana] 


Seq. No. 


34694 


Seq. ID 


LIB3028-035-Q1-B1-B2 


Method 


BLASTX 


NCBI GI 


g3776005 


BLAST score 


222 


E value 


3.0e-18 


Match length 


48 


% identity 


94 


NCBI Description 


(AJ010466) RNA helicase [Arabidopsis thaliana] 



5232 



beq. wo. 




Oc4t ±u 


LIR3028-035-O1-B1-C4 


Method 


JdJ-ltiO i A 


NCBI GI 


g3746060 


BLAST score 


377 


E value 


9 Ho-^ 
Z . Uc O 0 


jyiatcn lengtn 


0 o 


% identity 


7fi 
/ O 


1NLI51 JJ€5 Clip LXUIl 


f apflfl^^l "M nnlcnown n"rri1"^"i n r ArabidotDSis 


beq. wo . 


-3/1 CQ£ 


oeq . 1 U 


T.TFnO?fi -03^-01 -B1-F9 


Metnoa 


dLiAo 1 Vi 


NCBI GI 


g!806145 


BLAST score 


113 


E value 


1 * Uc OD 


Match length 


Zo y 


-s identity 


OO 


inudx uesonpLiuii 


M «a-t-iTT3 mRMA fnr rrln? Vina^^ hfymolocrue 


beq. WO. 




oeq. iu 


JUJL.DOUZO UJJ ^.L D-L IIU 


Method 


nliiibl A 


JNOlil (al 


g j jo uj _? o 


BLAST score 


359 


E value 


3.0e-34 


Match length 


QQ 

yo 


% identity 


bo 


NCBI Description 


(ALUU4do1; putative giutatmone b — trans. 




unanana j 


Seq. No. 


J4 oy o 


beq. iu 


JjIDJUZO UjD Dl rifi 


LYietnoQ 


RT nQTY 
DliraO 1 A 


JMLril bl 


gZ4oz / jo 


BLAST score 


234 


E value 


1.0e-19 


Match length 


yz 


-s identity 




NCBI Description 


(Auuu^ziyzj putative KM"Dinaing protein 




tnanana j 


beq* wo. 


o4 oy y 


Oct • -L i-J 


LIB3028-036-O1-B1-B10 


Method 


BLASTX 


NCBI GI 


g3461836 


BLAST score 


422 


E value 


1.0e-41 


Match length 


123 



cdc2MsF 



[Arabidopsis 



% identity 

NCBI Description 



66 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927841 (AC005727) putative protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



34700 

LIB3028-036-Q1-B1-C9 
BLASTX 



5233 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2342735 
184 

8.0e-14 

81 
53 

(AC002341) unknown protein [Arabidopsis thaliana] 
34701 

LIB3028-036-Q1-B1-E5 

BLASTN 

gl8761 

171 

2.0e-91 

255 

92 

Soybean stem mRNA for 31 kD glycoprotein 



34702 

LIB3028-036-Q1-B1-E9 

BLASTX 

g886130 

167 

8.0e-12 

77 

43 

(U28148) putative pectinesterase 



[Medicago 'sativa] 



34703 

LIB3028-036-Q1-B1-F3 

BLASTX 

g3746062 

284 

2.0e-25 

114 

48 

(AC005311) hypothetical protein [Arabidopsis thaliana] 
34704 

LIB3028-036-Q1-B1-G6 

BLASTN 

gl70087 

233 

1.0e-128 

356 

92 

G.max vegetative storage protein mRNA (VSP25 gene) 
34705 

LIB3028-036-Q1-B1-H1 

BLASTX 

gl279640 

426 

4.0e-42 

93 
81 

(X92204) NAM [Petunia x hybrida] 



5234 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34706 

LIB3028-036-Q1-B1-H11 

BLASTN 

g309563 

47 

2.0e-17 

79 

91 

Zea mays NADH dehydrogenase subunit 4 
gene, exon 3 



34707 

LIB3028-036-Q1-B1-H12 

BLASTN 

g3941288 

63 

7.0e-27 

107 

90 

Pisum sativum similarity to SCAMP37 
cds 



(complex I) (nad4) 



(psam2) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34708 

LIB3028-037-Q1-B1-F4 

BLASTX 

g4263704 

310 

2.0e-28 

88 

69 

(AC006223) putative sugar starvation-induced protein 
[Arabidopsis thaliana] 

34709 

LIB3028-037-Q1-B1-G7 

BLASTX 

g3386614 

313 

7.0e-29 

86 

36 

(AC004 665) putative transcription factor SF3 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34710 

LIB3028-038-Q1-B1-H6 

BLASTX 

g2289003 

442 

5.0e-44 
126 
71 

(AC002335) 
thaliana] 



membrane transporter Dl isolog [Arabidopsis 



Seq. No. 
Seq. ID 



34711 

LIB3028-038-Q1-B1-H9 



5235 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2827081 

90 

4.0e-43 

149 

91 

Medicago sativa cytosolic malate dehydrogenase (cmdh) 
complete cds 



mRNA, 



Seq. No. 


*3 A H 1 O 


Seq. ID 


LIqJUZo UO!? yl oZ Di 


Method 


■Curio X IN 


NCBI GI 


gii / oo4 1 


BLAST score 


126 


E value 


1.0e-64 


Match length 


zz y 


% identity 


yu 


NCBI Description 


blycinB max lipoxygenase viox/; mruNri/ L-oiupxe 


Seq. No. 


o4 / lo 


Seq. ID 


LlooUZo-Uoy-yi — rSZ-oy 


Method 




NCBI GI 


gi / UUo y 


BLAST score 


268 


E value 


1.0e-149 


Match length 


324 


% identity 


9o 


NCBI Description 


G.max vegetative storage protien mRNA (VSP27) 


Seq. No. 


J4 / 14 


Seq. ID 


LIBoUZo-Uoy-Ul-Bz-Lz 


Method 


bliAb 1 IN 


NCBI GI 


go Uoo J / o 


BLAST score 


Ol 


E value 


b . Ue-zu 


Match length 


95 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome II BAC F19I3 




sequence/ complete sequence [Arabidopsis thai 


Seq. No. 


/ 10 


Seq. ID 


LIB302o-03y-Ql-Bz-Cb 


Method 


BLASTX 


NCBI GI 


g2244956 


BLAST score 


231 


E value 


4.0e-19 


Match length 


83 


% identity 


51 


NCBI Description 


(Z97340) strong similarity to pectinesterase 




thaliana] 


Seq. No. 


34716 


Seq. ID 


LIB3028-039-Q1-B2-F1 


Method 


BLASTN 


NCBI GI 


gl778371 


BLAST score 


134 


E value 


3.0e-69 



[Arabidopsis 



5236 



Match length 

% identity 

NCBI Description 



373 
85 

Glycine max asparagine synthetase 1 
cds 



(AS1) mRNA, complete 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq* ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.JSfCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34717 

LIB3028-039-Q1-B2-G9 

BLASTN 

gl841474 

35 

1.0e-10 

95 

84 

P. sativum mRNA for Myb-like protein (Myb26) 
34718 

LIB3028-039-Q1-B2-H1 

BLASTX 

g3355483 

163 

2.0e-ll 

58 

48 

(AC004218) gibberellin-regulated protein (GASA5)-like 
[Arabidopsis thaliana] 

34719 

LIB3028-040-Q1-B1-A8 

BLASTX 

g3402694 

439 

1.0e-43 

131 

66 

(AC004697) putative Mlo-hi protein [Arabidopsis thaliana] 
34720 

LIB3028-040-Q1-B1-C4 

BLASTX 

g4539314 

141 

1.0e-08 

53 

58 

(AL035679) kinesin like protein [Arabidopsis thaliana] 
34721 

LIB3028-040-Q1-B1-D10 

BLASTX 

g2765093 

140 

1.0e-08 

100 

38 

(Y10983) putative cytochrome P450 [Glycine max] 



Seq. No. 



34722 



5237 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



LIB3028-040-Q1-B1-D11 

BLASTX 

gl871192 

589 

3.0e-61 

112 

87 

(U90439) Cys3His zinc finger protein isolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34723 

LIB3028-041-Q1-B1-A12 

BLASTX 

g!297189 

329 

8.0e-31 

107 

62 

(U53501) Theoretical protein with similarity to Swiss-Prot 
Accession Number P19456 plasma membrane ATPase 2 (proton 
pump) [Arabidopsis thaliana] 

34724 

LIB3028-041-Q1-B1-A8 

BLASTN 

g516853 

134 

3.0e-69 

287 

45 

Soybean SUBI-2 gene for ubiquitin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



34725 

LIB3028-041-Q1-B1-B2 

BLASTX 

g541943 

273 

3.0e-24 

55 

85 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

34726 

LIB3028-041-Q1-B1-E12 

BLASTX 

g3281853 

141 

5.0e-09 

44 

68 

(AL031004) putative protein [Arabidopsis thaliana] 
34727 

LIB3028-041-Q1-B1-E8 

BLASTX 

gl568637 



5238 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



186 

5.0e-14 

109 

42 

(U69554) 6a-hydroxymaackiain methyltransf erase [Pisum 
sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34728 

LIB3028-041-Q1-B1-G11 

BLASTX 

gl531758 

174 

1.0e-12 

42 

69 

(X98772) AUX1 [Arabidopsis thaliana] >gi_3335360 (AC003028) 
unknown protein [Arabidopsis thaliana] 

34729 

LIB3028-041-Q1-B1-H9 

BLASTX 

gl36057 

233 

1.0e-19 

81 
56 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

34730 

LIB3028-042-Q1-B1-A10 

BLASTX 

g2654095 

214 

3.0e-17 

87 

51 

(AF034210) aspartate aminotransferase cytosolic isozyme 
AAT2 [Glycine max] 

34731 

LIB3028-042-Q1-B1-B4 

BLASTX 

g2706515 

210 

7.0e-17 

86 

48 

(Y12689) isoflavone reductase-like protein [Citrus x 
paradisi] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



34732 

LIB3028-042-Q1-B1-C12 

BLASTX 

g3892056 



5239 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



140 

8.0e-09 

54 

59 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 
34733 

LIB3028-042-Q1-B1-D2 

BLASTX 

g294666 

181 

2.0e-13 

58 
60 

(L13241) beta-ketoacyl-ACP synthase [Ricinus communis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34734 

LIB3028-042-Q1-B1-F7 

BLASTX 

g2880044 

142 

7.0e~09 

31 

94 

(AC002340) 
thaliana] 



putative tropinone reductase [Arabidopsis 



Seq. No. 


34735 


Seq. ID 


LIB3028-043-Q1-B1-E3 


Method 


BLASTX 


NCBI GI 


g2760837 


BLAST score 


151 


E value 


5.0e-10 


Match length 


88 


% identity 


38 


NCBI Description 


(AC003105) putative cytochrome : 


Seq. No. 


34736 


Seq. ID 


LIB3028-043-Q1-B1-E8 


Method 


BLASTX 


NCBI GI 


g2632105 


BLAST score 


150 


E value 


1.0e-09 


Match length 


37 


% identity 


78 


NCBI Description 


(Z98760) arginyl-tRNA synthetase 



>gi_4539426_emb_CAB38959.1_ (AL049171) arginyl-tRNA 
synthetase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



34737 

LIB3028-043-Q1-B1-G11 

BLASTX 

g2642450 

484 

7.0e-49 

122 

75 



5240 




NCBI Description 


(AC002391) putative metal ion transporter (Nramp) 




[Arabidopsis thaliana] >gi 3169188 (AC004401) putative 




metal ion transporter (Nramp) [Arabidopsis thaliana] 


Sea No 


34738 


Seq* ID 


LIB3028-043-Q1-B1-G3 


Method 


BLASTX 


NCBI GI 


g2792297 


BLAST score 


320 


E value 


9. Oe-30 


Match length 


66 


% ident i tv 


80 


NCBI Description 


(AF039183) GAST-like gene product [Fragaria x ananassa' 


Sea No 


34739 


Seq. ID 


LIB3028-043-Q1-B1-H3 


Method 


BLASTX 


NCBI GI 


g2244898 


BLAST score 


334 


E value 


2.0e-31 


Match length 


98 


% i dent "i t v 


63 


NCBT npQprint ion 


(Z973381 strona similaritv to nrotpin ohosDhatase 2A 




reaulatorv chain, 74K TArabidoosis thalianal 


Sea No 


34740 


Seq. ID 


LIB3028-044-Q1-B1-C11 


Method 


BLASTX 


NCBI GI 


a3641252 


BLAST score 


571 


E value 


4.0e-59 


Match length 


117 


% i dent i t v 


90 


NCBI DescriDtion 


(AF053127} lsucine-rich rpppnf-nr-likp orotein kinase H 




dome s t i ca 1 


Seq. No. 


34741 


Sea* ID 


LIB3028-044-O1-B1-F11 


Method 


BLASTX 


NCBI GI 


g4337196 


BLAST score 


202 


E value 


7.0e-16 


Match length 


123 


% i dent "i tv 


36 


NfRT 0^ Q c T 1 T"lt" 1 CiTi 


{ J^CCld^AO'W thi+" ^ t* i QflrirKa/fhrooniriP rorpntnT If t na<?p 




rRrabi don^i "hhali^nAl 

[fxi. O J- \JL\S£S O O LiluX JL dllCL J 


Sea No 


34742 


Sea ID 


LIB3028-04 4-O1-B1-G9 


Method 


BLASTX 


NCBI GI 


g2760319 


BLAST score 


188 


E value 


3.0e-14 


Match length 


107 


% identity 


50 


NCBI Description 


(AC002130) F1N21.3 [Arabidopsis thaliana] 



5241 



Oclj* LH \J . 


34743 


Seq. ID 


LIB3028-04 5-Q1-B1-B12 


Mpthnd 


BLASTX 


NCBI GI 


g603074 


BLAST score 


228 


Hi V CL J- Uv^ 


7 . Oe-19 


Mairh 1 on rri - hi 

L JCL t, L>1 1 X Cliy L. 11 


122 


o lucuL jl L,y 




NfPRT Dp^r'Ti nl" i nn 

IN \w» J— > -L i/CO^J-X^UXUll 


(U18197) ATP: citrate lyase [Homo sapiens] 


Oc(J. iNO. 


^4744 


OCl|< -L L/ 


LIB3028-045-O1-B1-B3 


Mot - In r\r\ 


XJ XJxlkJ X LN 


1NOJDX oX 


rr?ft?R1 R? 
yz,o^.o i o ^. 


BLAST score 


47 


E value 


2.0e-17 


t* oh 1 on rri - h 
i jo. u on xcny lu 


95 


^ x<J.eiiL-XLy 


9,1 




fir^hi Hnn^i <? i flna a^nnrfiir DNA. chromosoiTie 5 

flL CliJLLlL'L'SLO L.11CLJ LGLLLCL ycilWllLLL- X^ViCXf ^IIJ. v_/ilL\_/ o v_^j.LL\i* 




M0J9, complete sequence [Arabiciopsis thaliana] 


Cnn Kin 




Qorr TO 

uC^i X LV 


LIB3028-045-O1-B1-E1 


Mot* h or! 

iltS L.1HJL1 


BLASTN 


NCBI GI 


gl326160 


BLAST score 


48 


f* 1 T7 a lino 






Q4 


"6 lQ.eilL.JlT,y 




MPRT Docnri ri"h "i nn 
LN\_/LjX UcoOI x^LIUH 


Ph;=> *=*n 1 n vn 1 rrp) r*i <3 HphvdTi n ttiRNA. POTntjlpte cds 

IliClO CU X UO V UXUaL XO UdlJ^UXXli iLLXi-liii / uuiupx (— *w v^uij 


oeq. jmo . 


J ft / ft D 


q prr xn 


T,TR' : iO?R-04fi-Ol-Rl-A4 

XlXD J (J Ul U St- 1 - LjX 


Mpf h p»H 

LUC L,l IUH 


BLASTN 

1 * 1 ' **■ * _ ^ J- Li 


NCBI GI 


g303900 


BLAST score 


310 


Hi v a. j_ Lie; 


1 . Oe-174 


Mat - r«Vi 1 on ("ft- h 




% XUcilLXLy 






^lo^/nio^n rron 0 "For* nhi rmi ti n c^ntinTil p1"p rds 

OU y XJ C CL i. i X UX LIUXLJLIX L.X11 / LWUylCLC 


o e cj . in o . 


^4747 

Ofl / ft / 


q pn xn 


T.TR^O? 8-04 6-01 -B1-A9 


Mo"h h oH 

L1C L.11^\X 


BLASTX 

XJXJxJ>iw> X ^ 1 


IN O J_3 J. wX 


a464365 


BLAST score 


205 


E value 


2.0e-16 


Ma "H r>h 1 on rri - H 


62 


15 XUGliLXLy 




LNUrii uescripL,ion 


xtEjIaVJAX Uilollj tr / X DDJUO pXX VjirxMD / ljcX UAlUdDC 




L-UXllXp 


Seq. No. 


34748 


Seq. ID 


LIB3028-04 6-Q1-B1-B12 


Method 


BLASTN 


NCBI GI 


g2687432 


BLAST score 


48 



PI clone: 



(EC 1.11.1.7) 



5242 



E value 
Match length 
% identity 
NCBI Description 



6.0e-18 

48 

100 

Plumbago auriculata large subunit 26S ribosomal RNA gene, 
partial sequence 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



34749 

LIB3028-046-Q1-B1-C9 

BLASTX 

g4007792 



j_5J_ir_,0 1 o tOI c 




E value 


2.0e-25 


Match length 


96 








/ AT.O"3-t _1 6^3 1 Ypnnnn^ 1 4^ pohe^in smcl subunit hoitiolocr 




_ 0 OIlXZUoctL<-t_*ilcl__ Oiuy <_*eo )jyjLL\±jKZ j 


beq. jno. 




beq. id 


t Tn^H9P— nA £— ni — pi — dq 

LlfijUZO U1D ^1 Dl _ 


Lxietnoa 


DT 7VC rpy 


_nUJ_>± LjI 


g4i u 0 04 O j 


BLAST score 


142 


E value 


6.0e-09 


jxtatcn xengun 




identity 


4 U 


NCBI Description 






/r*T?Y\ rrh Y&O'^lf, frnm Rra«!«!l nanil9 F ArafoidoDSis thalii 

\ ^.JliA. / (Ji^ A V U «J f vJ i. ±. ^ILL Di do O J-*— -Ct IICIL^LIO * ,T^,X. ca.X> -L o ~u -lj.c-j._i — i_ 1 


beq. jno. 


0 yi l CI 
J4 / Di 


oeq. xu 


T TR^r)9ft-04fi-Ol -Rl -HI 


Method 




NCBI GI 


g4210948 


BLAST score 


127 


E value 


9 Ho— DQ 

_c • ue u y 


Match length 


T7 


% identity 


0 O 


NCBI Description 


\J\S, U 0 0_C / 0 y Ullau protclu [XieVcci JUj_ d-D XJ_-Lfc;ilo J-o J 


Seq. No. 


o4 /oz 


beq. iu 


t Tp"^n9P-n4 fi— ni -ri -h7 
Jj1dju_,o u .a di n / 


Method 








BLAST score 


333 


E value 


3.0e-31 


Match length 


83 


% identity 


78 


NCBI Description 


(AC005623) alien-like protein [Arabidopsis thaliana] 


Seq. No. 


34753 


Seq. ID 


LIB3028-047-Q1-B1-R12 


Method 


BLASTX 


NCBI GI 


g2244899 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


92 


% identity 


43 


NCBI Description 


(Z97338) similar to UFD1 protein [Arabidopsis thaliana] 



5243 



Seq. No. 34754 

Seq. ID LIB3028-048-Q1-B1-B8 

Method BLASTX 

NCBI GI g3643608 

BLAST score 197 

E value 3.0e-15 

Match length 100 

% identity 43 

NCBI Description ^(AC005395) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 34755 

Seq. ID LIB3028-048-Q1-B1-D2 

Method BLASTX 

NCBI GI g2651314 

BLAST score 148 

E value 1.0e-ll 

Match length 43 

% identity 84 

NCBI Description (AC002336) putative ribosomal protein S26 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34756 

LIB3028-048-Q1-B1-D8 

BLASTN 

g391604 

35 

3.0e-10 

59 

90 

Arabidopsis thaliana ATPK15D mRNA for casein kinase II 
catalytic subunit, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34757 

LIB3028-04 9-Q1-B1-A5 

BLASTX 

gl!70619 

219 

8.0e-18 

52 
83 

KINES IN-LIKE PROTEIN A >gi_47 9594_pir S34830 

kinesin-related protein katA - Arabidopsis thaliana 
>gi_303502_dbj_BAA01972_ (D11371) kinesin-like motor 
protein heavy chain [Arabidopsis thaliana] 
>gi_2911084_emb_CAA17546__ (AL021960) kinesin-related 
protein katA [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34758 

LIB3028-049-Q1-B1-B2 

BLASTN 

g2687725 

382 

0.0e+00 

466 

98 

Glycine max mRNA for putative 2-hydroxydihydrodaidzein 



5244 



reductase 



Seq. No. 34759 

Seq. ID LIB3028-049-Q1-B1-C1 

Method BLASTN 

NCBI GI g4098318 

BLAST score 237 

E value 1.0e-130 

Match length 501 

% identity 87 

NCBI Description Triticum aestivum beta-tubulin 1 (tubbl) mRNA, complete cds 

Seq. No. 34760 

Seq. ID LIB3028-050-Q1-B1-H1 

Method BLASTX 

NCBI GI g3935183 

BLAST score 174 

E value 5.0e-13 

Match length 75 

% identity 52 

NCBI Description (AC004557) F17L21.26 [Arabidopsis thaliana] 



Seq. No. 


34761 






Seq. ID 


LIB3028-050 


-Ql- 


-B1-H10 


Method 


BLASTX 






NCBI GI 


g3551247 






BLAST score 


331 






E value 


6.0e-31 






Match length 


75 






% identity 


77 






NCBI Description 


(AB012703) 


181 


[Daucus 


Seq. No. 


34762 






Seq. ID 


LIB3028-050 


-Ql- 


-B1-H5 


Method 


BLASTN 






NCBI GI 


g624937 






BLAST score 


40 






E value 


3.0e-13 






Match length 


104 






% identity 


86 






NCBI Description 


A. thaliana 


RPL16A gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34763 

LIB3028-051-Q1-B1-C12 

BLASTX 

g2827992 

174 

9.0e-13 

75 
47 

(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 



Seq. No. 34764 

Seq. ID LIB3028-051-Q1-B1-E7 

Method BLASTX 

NCBI GI g!871184 

BLAST score 293 



5245 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-26 

93 

59 

(U90439) unknown protein [Arabidopsis thaliana] 
34765 

LIB3028-052-Q1-B1-G9 

BLASTX 

gl708025 

473 

1.0e-47 

99 

91 

GLYCEROL- 3 -PHOSPHATE DEHYDROGENASE [NAD+] 
>gi_840731_emb_CAA56125_ (X79677) glycerol-3-phosphate 
dehydrogenase (NAD+) [Cuphea lanceolata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34766 

LIB3028-052-Q1-B2-C11 

BLASTX 

g629641 

239 

1.0e-20 

58 

79 

PsHSC71.0 protein 
HSC71.0 protein - 
(Z32537) PSHSC71.0 



- garden pea >gi_1076530_pir S53500 

garden pea >gi_473217_emb_CAA83548_ 
[Pisum sativum] 



Seq. No. 


34767 


Seq. ID 


LIB3028-052-Q1-B2-C9 


Method 


BLASTN 


NCBI GI 


g303900 


BLAST score 


254 


E value 


1.0e-141 


Match length 


377 


% identity 


33 


NCBI Description 


Soybean gene for ubiquitin, complete cds 


Seq. No. 


34768 


Seq. ID 


LIB3028-052-Q1-B2-G4 


Method 


BLASTX 


NCBI GI 


g4049401 


BLAST score 


139 


E value 


6.0e-09 


Match length 


49 


% identity 


57 


NCBI Description 


(AJ131580) glutathione transferase AtGST 




thaliana] 


Seq. No. 


34769 


Seq. ID 


LIB3028-052-Q1-B2-H9 


Method 


BLASTN 


NCBI GI 


gl8551 


BLAST score 


387 


E value 


0.0e+00 


Match length 


387 



[Arabidopsis 



5246 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%' identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



100 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

34770 

LIB3028-053-Q1-B1-A12 

BLASTX 

g3183088 

252 

7.0e-22 

93 

54 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

34771 

LIB3028-053-Q1-B1-C1 

BLASTX 

g2827658 

198 

8.0e-16 

56 
66 

(AL021637) putative protein [Arabidopsis thaliana] 



34772 

LIB3028-053-Q1-B1-D12 

BLASTN 

g20728 

54 

9.0e-22 

134 

85 

Pea chloroplast GAPA mRNA encoding 
glyceraldehyde-3-phosphate dehydrogenase 
(EC 1.2.1.13)' 



(GAPDH) subunit A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34773 

LIB3028-053-Q1-B1-D9 

BLASTX 

g4337196 

254 

4.0e-22 

73 

64 

(AC006403) putative serine/threonine receptor kinase 
[Arabidopsis thaliana] 

34774 

LIB3028-053-Q1-B1-F6 

BLASTX 

g4193382 

144 

4.0e-09 

65 



5247 



% identity 

NCBI Description 



45 

(AF083336) ribosomal protein S27 [Arabidopsis thaliana] 
>gi_4193384 (AF083337) ribosomal protein S27 [Arabidopsis 





thaliana] 


Seq. No. 


34775 


Seq. ID 


LIB3028-053-Q1-B1-G12 


Method 


BLASTN 


NCBI GI 


gl8551 


BLAST score 


148 


E value 


1.0e-77 


Match length 


219 


% identity 


92 


NCRT Dp ^rri nt ion 


Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 




protein 


Seq. No. 


34776 


Seq. ID 


LIB3028-053-Q1-B1-G4 


Method 


BLASTX 


NCBI GI 


g3676469 


BLAST score 


176 


E value 


4.0e-13 


Match length 


60 


% identity 


53 


NCBI Description 


(AF053884) (R) -(+) -mandelonitrile lyase isoform MDL4 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



precursor [Prunus serotina] >gi_3676471 (AF053885) 
(R) -{ + ) -mandelonitrile lyase isoform MDL4 precursor [Prunus 
serotina] >gi_4105127 (AF043186) (R) -(+) -mandelonitrile 
lyase isoform MDL4 precursor [Prunus serotina] >gi_4105129 
(AF043187) (R}-(+) -mandelonitrile lyase isoform MDL4 
precursor [Prunus serotina] 

34777 

LIB3028-053-Q1-B1-G5 

BLASTX 

g3913808 

268 

1.0e-23 

64 

75 

FERROCHELATASE PRECURSOR (PROTOHEME FERRO-LYASE) (HEME 
SYNTHETASE) >gi_2429618_dbj_BAA22284_ (AB007120) 
ferrochelatase [Oryza sativa] 

34778 

LIB3028-053-Q1-B1-G7 

BLASTN 

g303900 

132 

3.0e-68 

213 

34 

Soybean gene for ubiquitin, complete cds 
34779 

LIB3028-054-Q1-B1-A11 
BLASTN 



5248 



NCBI GI 


gll73641 


BLAST score - 


94 


E value 


o . ue~4 o 


Match length 


loz 


% identity 


91 


NCBI Description 


C 1 t T/i -?T-»£i tti o -v 1 i nnvTrrron ;a o o ( 1 nv7 \ TTlR T\f A . P OTTIT) 1 ^1" © CdS 

Glycine iciax iipo.xyyt3xici.oc v- 1 - 5 -'^' ) uuAnii/ uuul^/j.cuc 


Seq. No* 


J4 /oU 


Seq. ID 


t TTimoQ— A— m — ri — ai 9 


Method 


HT 7\ C T 1 V 

JdLAo 1 A 


NCBI GI 


g3367520 


BLAST score 


286 


E value 


1.0e-25 


Match length 


124 


% identity 


4U 


NCBI Description 


[ALUU4Jy^iy olluliar T-O proiein Js.JLXXd.oti ±±iri\±t\f 


tyrosine serine tnrconiiic is.xxia.ot; y -u x. ±. ^ • 




unaiiana. j_.nia.jjiu.(jpoj_o Lxxaxxeuxcij 


Seq. No. 


o4 / o I 


Seq. ID 




Method 


BLAb I A 


NCBI GI 


g2642606 


BLAST score 


154 


E value 


l . ue-iu 


Match length 


39 


% identity 


74 


NCBI Description 


(ArUOljZZj CnaiCOne Syntndsc LX\a.pxxa.xxuo DaL.xvuoj 


Seq. No. 


34782 


Seq. ID 


LIBiuzo-uo4-v21-Dl-olz 


Method 


BLAST A 


NCBI GI 


g629669 


BLAST score 


365 


E value 


r- A ^ O C 

5 . Oe-ob 


Match length 


115 


% identity 


59 


NCBI Description 


nypo rnetiicai prorem - tomato 


Seq. No. 


o4 / oo 


Seq. ID 


LIdjUao Uj4 Dl Dfl 


Method 


BLASTX 


NCBI GI 


g3176710 


BLAST score 


205 


E value 


1 . ue-iy 


Match length 


95 


% identity 


56 


NCBI Description 


(ACUU^oyz) unknown protein LAraDiuops-Ls T_xx<dxxciiicij 


Seq. No. 


34784 


Seq. ID 


Lib jUzo- Uo4-yi~rsl-Ul 


R Jf _ J_ "Ui /-v 

Metnoa 


TJT 7\ QTY 

JdIjAo 1 A 


NCBI GI 


g4455276 


BLAST score 


298 


E value 


3.0e-36 


Match length 


116 


% identity 


69 



5-24 9 



NCBI Description (AL035527) peptide transporter-like protein [Arabidopsis 
thaliana] 



oeq. no* 


Oft / o o 


Seq. ID 


LIB3028-054-Q1-B1-D5 


Method 


BLASTX 


KTpDT CT 


y z oft xuoz. 


dJjAo i score 




E value 


-5 . ue i / 


fid Lv_*Il -Ltriiy L.JU 


47 


% identity 




NCBI Description 


^fiUUUUlU4 ; iljol yD nlioUr 




1_ .rtJ- Cl,LJJ_<wi.\JJLJ O X O L.lia.-L_LCliiCl J 


Seq. No. 


34786 


Seq. ID 


LIB3028-054-Q1-B1-H11 


Method 


PT a QTY 


vip-DT r*T 
Wool yjL 


y 0 0 0 


rsLiAbl score 


jOU 


E value 


9 Ho-^d 

z . ue j4 


Match length 


lUO 


% identity 




jNUt5i Description 


^fiijUOU Z7 / 0 J iiypO tncLlLdl 






Seq. ID 


LIB3028-054-Q1-B1-H3 


Method 


BLASTX 


NCBI GI 


gl346118 


BLAST score 


384 


E value 


3.0e-37 


Match length 


107 


% identity 


69 


NCBI Description 


GLYCINE CLEAVAGE SYSTEM 



>gi_542101_pir S40215 H-protein - Flaveria pringlei 

>gi_2119599_pir S60194 H-protein precursor (clone HFP4) 

Flaveria pringlei >gi_438001_emb_CAA8107 5_ (Z25856) 
H-protein [Flaveria pringlei] >gi_3688301_emb_CAB16913_ 
(Z99764) H-protein [Flaveria pringlei] 



Seq. No. 


34788 


Seq. ID 


LIB3028-054 


Method 


BLASTX 


NCBI GI 


g4309758 


BLAST score 


148 


E value 


2.0e-09 


Match length 


37 


% identity 


78 


NCBI Description 


(AC006217) 


Seq. No. 


34789 


Seq. ID 


LIB3028-055 


Method 


BLASTN 


NCBI GI 


g!055367 


BLAST score 


191 


E value 


1.0e-103 


Match length 


311 


% identity 


91 



-H8 



[Arabidopsis thaliana] 



5250 



NCBI Description Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 


"5 a n on 


Seq. ID 


LIB3028-056-Q1-B1-D2 


Method 


BLASTX 


NCBI bl 


goii4 o / j 


BLAST score 


D4 0 


E value 


4 . ue-ob 


Match length 


lou 


% identity 


1 o 


NCBI Description 


(AFUiy.300; i-aeoxyxy±u±ose- 




piper 1 la j 


Seq. No. 


34791 


Seq. ID 


LIB3028-056-Q1-B1-D9 


Method 


tJLAo 1 IN 


NCBI GI 


gli 701 / I 


BLAST score 


47 


E value 


A A _ -1 -7 


Match length 


59 


% identity 


95 


NCBI Description 


L.japonicus mRNA for small 


beq. no. 




Seq. ID 


LIB3028-056-Q1-B1-F8 


Method 


BLASTN 


NCBI GI 


g56539 


BLAST score 


40 


E value 


4.0e-13 


Match length 


100 


% identity 


85 


NCBI Description 


R.norvegicus gene encoding 



>gi_206360_gb_J00764 
: exon v and flanks 



RATPRLHR5 Rat (hooded) prolactin gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34793 

LIB3028-056-Q1-B1-G10 

BLASTX 

g3860247 

371 

1.0e-35 

72 

96 

(AC005824) unknown protein [Arabidopsis thaliana] 
34794 

LIB3028-056-Q1-B1-H12 

BLASTX 

g4559330 

240 

2.0e-20 

89 

57 

(AC007087) unknown protein [Arabidopsis thaliana] 



Seq. No. 



34795 



5251 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 



LIB3029-001-Q1-B1-B4 

BLASTX 

g731651 

308 

3.0e-28 

124 

46 

HYPOTHETICAL ALDEHYDE-DEHYDROGENASE LIKE PROTEIN IN 

PUT2-SRB2 INTERGENIC REGION >gi_62 660 8_pir S4 674 6 

hypothetical protein YHR039c - yeast (Saccharomyces 
cerevisiae) >gi_488180 (U00062) Yhr039cp [Saccharomyces 
cerevisiae] 



o fcr q • vi V • 




Seq. ID 


LIB3029-001-Q1-B1-C1 


Method 


BLASTX 


MPRT CT 

VAKjO J. ul 


rr??448 c >? 


rSLifio l score 




E value 




i v iaucn xenyi_n 


D O 


% identity 


0 o 


NCBI Description 


nypoT,nei,iCai prouem L^iajjiuopo 


beq. no. 


J4± / y / 


Seq. ID 


LIB3029-002-Q1-B1-A4 


Method 


BLASTN 


NCBI bl 


gi4 / 4 4 


BLAST score 


/ y 


E value 


o . ue— o / 


iYiaT-.cn lengtn 


1 R1 


% identity 


Q Q 
OO 


jNubi Description 


biycine max sucrose Dinaing protein \sup 




cds 


beq. No. 


J4 / yo 


Seq. ID 


LIB3029-002-Q1-B1-C3 


Method 


BLASTN 




y _L o O ft U 




139 


E value 


2.0e-72 


Match length 


285 


% identity 


87 


NCBI Description 


G.max BBI mRNA for proteinase inhibitor 


Seq. No. 


34799 


Seq. ID 


LIB3029-002-Q1-B1-D12 


Method 


BLASTX 


NCBI GI 


gl352345 


BLAST score 


161 


E value 


3.0e-15 


Match length 


90 


%, ^identity 


58 


NCBI Description 


ELONGATION FACTOR 1 -ALPHA (EF-l -ALPHA) 




>gi_18765_emb_CAA40182_ (X56856) eEF-la 


Seq. No. 


34800 


Seq. ID 


LIB3029-002-Q1-B1-E3 



mRNA, complete 



[Glycine max] 



5252 



o 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4006897 

132 

2.0e-ll 

122 
40 

(Z99708) 



globulin-like protein [Arabidopsis thaliana] 



34801 

LIB3029-003-Q1-B1-D10 

BLASTX 

g3097321 

215 

2.0e-17 

80 

57 

(AB013289) Bd 30K [Glycine max] 
34802 

LIB3029-003-Q1-B1-E3 

BLASTX 

g4097880 

126 

1.0e-13 

110 

45 

(U70866) polyprotein [Bean pod mottle virus] 
34803 

LIB3029-003-Q1-B1-E4 

BLASTX 

g3036802 

274 

3.0e-24 

112 

55 

(AL022373) putative protein [Arabidopsis thaliana] 
>gi_3805864__emb_CAA21484_ (AL031986) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34804 

LIB3029-004-Q1-B1-D8 

BLASTN 

g516102 

331 

0.0e+00 

412 

95 

Soybean phyto chrome B 
34805 

LIB3029-004-Q1-B1-F6 

BLASTN 

g2270991 

105 

6.0e-52 
105 



(phyB) gene exons 1-5, complete cds 



5253 



% identity 100 

NCBI Description Glycine max metallothionein-II protein mRNA, complete cds 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34806 

LIB3029-004-Q1-B1-G12 

BLASTN 

g3097320 

276 

1.0e-154 

324 
96 

Glycine max gene for Bd 30K, 



complete cds 



34807 

LIB3029-004-Q1-B1-G3 

BLASTN 

g886099 

49 

6.0e-19 

77 
92 

Glycine max putative water channel protein (Pipl) mRNA, 
complete cds 

34808 

LIB3029-004-Q1-B1-H8 

BLASTN 

g434060 

85 

4.0e-40 

153 

89 

Soybean DNA for basic 7S globulin, complete cds 
34809 

LIB3029-005-Q1-B1-A10 

BLASTX 

g3894194 

144 

1.0e-09 

61 
46 

(AC005662) 
thaliana] 



putative strictosidine synthase [Arabidopsis 



Seq. No. 
Seq. ID 



34810 

LIB3029-005-Q1-B1-B6 

BLASTN 

g2305019 

104 

2.0e-51 

271 
97 

Glycine max 2S albumin pre-propeptide mRNA, complete cds 
34811 

LIB3029-005-Q1-B1-E5 



5254 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 

g2801536 

328 

1.0e-30 

121 
54 

(AF039531) 



lysophospholipase homolog [Oryza sativa] 



34812 

LIB3029-005-Q1-B1-F12 

BLASTN 

gl69972 

344 

0.0e+00 

344 

100 

Soybean glycinin A-la-B-x subunit mRNA, complete cds 
34813 

LIB3029-005-Q1-B1-G11 

BLASTX 

gl871526 

359 

3.0e-34 

121 

30 

(X81997) leucine-rich-repeat protein [Helianthus annuus] 
34814 

LIB3029-006-Q1-B1-A2 

BLASTN 

g210811 

8 9 

2.0e-42 

121 
94 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

34815 

LIB3029-006-Q1-B1-B3 

BLASTN 

g210811 

119 

3.0e-60 

317 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

34816 

LIB3029-006-Q1-B1-D2 

BLASTN 

g2370311 

125 

7.0e-64 
287 



5255 



fl 



% identity 8 6 

NCBI Description Medicago sativa mRNA for DnaJ-like protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34817 

LIB3029-006-Q1-B1-E11 

BLASTN 

gl8540 

188 

1.0e-101 

377 

88 

G.max BBI mRNA for proteinase inhibitor 
34818 

LIB3029-006-Q1-B1-F6 

BLASTN 

g4220638 

43 

5.0e-15 

143 

83 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MIF21, complete sequence [Arabidopsis thaliana] 



PI clone: 



34819 

LIB3029-007-Q1-B1-A9 

BLASTX 

gl32944 

485 

4.0e-49 

102 
87 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 

34820 

LIB3029-007-Q1-B1-B12 

BLASTX 

g4539292 

331 

5.0e-31 

92 

70 

(AL049480) putative ribosomal protein S10 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34821 

LIB3029-007-Q1-B1-C11 

BLASTX 

gl38364 

453 

7.0e-53 

132 

80 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 
PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M 



5256 




bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 34822 

Seq. ID LIB3029-007-Q1-B1-C2 

Method BLASTN 

NCBI GI g4519193 

BLAST score 34 

E value 1.0e-09 

Match length 38 

% identity 97 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone: 
MDC11, complete sequence 

34823 

LIB3029-007-Q1-B1-C3 
BLASTX 
gl38364 
265 

8.0e-27 
99 
69 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >giJ75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

Seq. No. 34824 

Seq. ID LIB3029-007-Q1-B1-E12 

Method BLASTN 

NCBI GI gl8551 

BLAST score 56 

E value 7.0e-23 

Match length 188 

% identity 82 t 

NCBI Description Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

Seq. No. 34825 

Seq. ID LIB3029-007-Q1-B1-H4 

Method BLASTN 

NCBI GI g!199562 

BLAST score 315 

E value 1.0e-177 

Match length 367 

% identity 99 

NCBI Description Glycine max 34 kDa maturing seed vacuolar thxol protease 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 34826 

Seq. ID LIB3029-008-Q1-B1-C4 

Method BLASTX 

NCBI GI g4337188 

BLAST score 248 

E value 3.0e-21 

Match length 81 

% identity 54 

5257 




NCBI Description 


(AC006403) hypothetical protein [Arabidopsis thaliana] 


Sea. No. 


34827 


Seq. ID 


LIB3029-008-Q1-B1-C7 


Method 


BLASTX 


NCBI GI 


g2388937 


BLAST score 


204 


E value 


3.0e-16 


Match length. 


72 


% \ Hpnl~ i 1~v 


50 


NCBI Description 


(Z98977) hypothetical protein [Schizosaccharomyces pombe] 


Seq. No. 


34828 


Seq. ID 


LIB3029-008-Q1-B1-H6 


Method 


BLASTX 


NCBI GI 


a3913952 


BLAST score 


350 


E value 


3.0e-33 


Match length 


85 


?; "i dpnt i t v 


73 


NCBI Description 


ADENYLATE KINASE (ATP -AMP TRANSPHOSPHORYLASE) >gi_2351578 


(U82330) adenylate kinase homolog [Prunus armeniaca] 




34829 


Seq. ID 


LIB3029-008-Q1-B1-H7 


Method 


BLASTX 


NCBI GI 


g3377507 


BLAST score 


462 


E value 


2.0e-46 


Match length 


125 



% identity 69 

NCBI Description (AF056026) auxin transport protein EIR1 [Arabidopsis 

thaliana] >gi_3661620 {AFO 93241} putative auxin efflux 
carrier AGR [Arabidopsis thaliana] >gi_3746886 (AF087459) 
polar-auxin-transport efflux component AGRAVITROPIC 1 
[Arabidopsis thaliana] >gi_4206709 (AF086906) root 
gravitropism control protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34830 

LIB3029-009-Q1-B1-A7 

BLASTN 

g!8535 

299 

1.0e-167 

365 
91 

Soybean mRNA for the alpha subunit of beta-conglycinin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34831 

LIB3029-009-Q1-B1-B6 

BLASTX 

g3549626 

180 

8.0e-14 

58 

53 

(AJ009696) wall-associated kinase 1 [Arabidopsis thaliana] 



5258 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34832 

LIB3029-009-Q1-B1-E5 

BLASTX 

g4097880 

351 

2.0e-33 

99 

71 

(U70866) polyprotein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34833 

LIB3029-009-Q1-B1-G3 

BLASTN 

g3097320 

190 

1.0e-102 

265 

95 

Glycine max gene for Bd 30K, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34834 

LIB3029-009-Q1-B1-H8 

BLASTN 

g210811 

110 

5.0e-55 

253 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


34835 


Seq. ID 


LIB3029-010-Q1-B1-A1 


Method 


BLASTX 


NCBI GI 


g2213594 


BLAST score 


221 


E value 


4.0e-18 


Match length 


73 


% identity 


60 


NCBI Description 


(AC000348) T7N9.14 [Arabidops; 


Seq. No. 


34836 


Seq. ID 


LIB3029-010-Q1-B1-B3 


Method 


BLASTN 


NCBI GI 


g2905771 


BLAST score 


144 


E value 


3.0e-75 


Match length 


156 


% identity 


98 


NCBI Description 


Glycine max glyceraldehyde-3 ; 




(GAPDH) mRNA, partial cds 


Seq. No. 


34837 


Seq. ID 


LIB3029-010-Q1-B1-C10 


Method 


BLASTN 


NCBI GI 


g210811 



5259 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



249 

1.0e-138 

392 

91 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

34838 

LIB3029-010-Q1-B1-C7 

BLASTN 

gl8535 

147 

5.0e-77 

219 

92 

Soybean mRNA for the alpha subunit of beta-conglycinin 
34839 

LIB3029-010-Q1-B1-D3 

BLASTN 

gl69972 

349 

0.0e+00 

361 

99 

Soybean glycinin A-la-B-x subunit mRNA f complete cds 
34840 

LIB3029-010-Q1-B1-E7 

BLASTX 

g2495699 

168 

7.0e-12 

124 

8 

HYPOTHETICAL PROTEIN KIAA0032 >gi_517115_dbj_BAA04945_ 
(D25215) KIAA0032 [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34841 

LIB3029-010-Q1-B1-F12 

BLASTX 

g4263791 

161 

2.0e-16 
93 
48 

(AC006068) 
thaliana] 



putative receptor protein kinase [Arabidopsi 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



34842 

LIB3029-010-Q1-B1-F6 

BLASTX 

gl35859 

203 

6.0e-16 

59 

69 



5260 



NCBI Description TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

->gi 282919_pir S26742 tonopiast intrinsic protein - kidney 

bean >gi_21055_emb_CAA44669_ (X62873) tonopiast intrinsic 
protein [Phaseolus vulgaris] 



Seq. No. 34843 

Seq. ID LIB3029-010-Q1-B1-F8 

Method BLASTX 

NCBI GI g4539010 

BLAST score 122 

E value 2.Ge-15 

Match length 124 

% identity 42 

NCBI Description (AL049481) putative DNA-directed RNA polymerase 
[Arabidopsis thaliana] 

Seq. No. 34844 

Seq. ID LIB3029-010-Q1-B1-H6 

Method BLASTX 

NCBI GI g2232354 

BLAST score 267 

E value 2.0e-23 

Match length 110 

% identity 45 

NCBI Description (AF0Q6O81) UDPG glucosyltransf erase [Solanum berthaultn] 

Seq. No. 34845 

Seq. ID LIB3029-011-Q1-B1-G3 

Method BLASTN 

NCBI GI g3399776 

BLAST score 46 

E value 1.0e-16 

Match length 106 

% identity 86 

NCBI Description Glycine max symbiotic ammonium transporter (SAT1) mRNA, 
complete cds 

Seq. No. 34846 

Seq. ID LIB3029-012-Q1-B1-A5 

Method BLASTN 

NCBI GI g256428 

BLAST score 345 

E value 0.0e+00 

Match length 395 

% identity 99 

NCBI Description KTi3 (KTi3+) -Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 34847 

Seq. ID LIB3029-012-Q1-B1-C9 

Method BLASTN 

NCBI GI gl8634 

BLAST score 80 

E value 2.0e-37 

Match length 132 

% identity 90 

NCBI Description Soybean Gyl gene for glycinin subunit GI 



5261 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34848 

LIB3029-012-Q1-B1-D1 

BLASTX 

g99992 

200 

1.0e-15 

83 
52 

protein disulf ide-isomerase (EC 5.3.4.1) precursor 
alfalfa (clone B2) >gi_166418 (M82973) putative 
endomembrane protein; putative [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34849 

LIB3029-012-Q1-B1-D9 

BLASTN 

g210811 

133 

1.0e-68 

385 
84 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Vt\J * 


34850 


Seq. ID 


LIB3029-012-Q1-B1-E12 


Method 


BLASTN 


NCBI GI 


g295117 


BLAST score 


236 


E value 


1.0e-130 


Match length 


349 


% identity 


97 


NCBI Description 


Soybean lipoxygenase-1 mRNA 


Seq. No. 


34851 


Seq. ID 


LIB3029-012-Q1-B1-F7 


Method 


BLASTX 


NCBI GI 


g4455232 


BLAST score 


478 


E value 


3.0e-48 


Match length 


131 


% identity 


66 


NCBI Description 


(AL035523) putative protein 


Seq. No. 


34852 


Seq. ID 


LIB3029-012-Q1-B1-G1 


Method 


BLASTN 


NCBI GI 


g21834 


BLAST score 


44 


E value 


2.0e-15 


Match length 


84 


% identity 


88 


NCBI Description 


Wheat mRNA for cytosolic ph< 




2.7.2.3) 


.Seq. No. 


34853 


Seq. ID 


LIB3029-012-Q1-B1-G2 



5262 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl931651 

394 

2.0e-38 

125 

62 

(U95973) membrane-associated salt-inducible protein isolog 
[Arabidopsis thaliana] 



beq. wo. 


3*1 O Oft 


beq. ±u 


t TR^n9Q-m 9— m -R1 -f;Q 


7WT/-i 4- Vi r*\ /H 

1X1 c LIIUU. 




JNUiDl bl 


rr?9Q707 
y z. y t u / 


BLAST score 


551 


E value 


8.0e-57 


Match length 




% identity 


Q1 


NCBI Description 


bean poet moine virus 


Seq. No. 


o4 ODD 


Seq. ID 


JjirsoUoU-UU 1-yi-Dl-iJl 1 


Metnoa 


ID-LAb 1 A 


NLril bl 


rr99£ 91 fl ^ 


BLiAbi score 




E value 


8.0e-16 


Match length 


81 


% identity 


41 


NCBI Description 


(AC002343) unknown pr< 


Seq. No. 


34856 


Seq. ID 


LIB3030-001-Q1-B1-G6 


Method 


BLASTX 


NCBI GI 


g2160189 


BLAST score 


296 


E value 


8.0e-27 


Match length 


127 


% identity 


49 


NCBI Description 


(AC000132) Similar to 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



kinase (gb_RLK5_ARATH) . ESTs gb_ATTS0475, gb__ATTS4362 come 
from this gene. [Arabidopsis thaliana] 

34857 

LIB3030-001-Q1-B1-H12 

BLASTX 

g3378650 

159 

3.0e-17 

83 

61 

(X97606) abscisic acid activated [Medicago sativa] 
34858 

LIB3030-002-Q1-B1-A3 

BLASTX 

g3461829 

179 

3.0e-13 



5263 





ft 0 


? icientiuy 


A Q 




(AC004138) hypothetical protein [Arabidopsis thaliana' 


beg, jmo . 


O *i O «J -7 


OC^i -i- u 


LIB3030-002-O1-B1-B5 




RT.A^TX 


NCBI GI 


g3947733 


BLAST score 


251 


Hj Value 




ixiaucn iengr_n 


.70 


% identity 


^A 
Oft 


MfRT nocpri Ti+" i nn 


(AJ009719) NL25 [Solanum. tuberosum] 


beg. wo. 






LIB3030-002-O1-B1-C8 


Method 


Dlirib 1 IN 


NCBI GI 


g914912 


BLAST score 


45 


JtLi value 


9 Op-1 fi 


Match length 


Z 1*1 


% identity 


o 0 


iNV^Oi JJeSOX ip L1UI1 


Rnq^ira n^rms ^1 onaation factor EF — 1A irRNA, partial 


beg. no* 


J4i 0 01 


beg. iu 




Metnoa 




NCBI GI 


g529516 


BLAST score 


589 


E value 


o . ue di 


Match lengtn 


1^. J 


% identity 


*7 Q 

/ y 


jnodi uescripi-ion 


^T9QDQQ> Kpta- frnrtnsi Ha«?p TSolanuia tuberOSUITll 


beg. wo. 


-3/1 Q CO 


beg. iu 


T TR^D^O — DD9— f)1 -Rl -D1 


Method 


JDlirib 1 IN 


NLJdI VjI 


gi U D OO O O 


BLAST score 


73 


E value 


2.0e-33 


Matcn lengun 


11 / 


% identity 


Q1 

y i 


NCBI Description 


biyCinS IUaX aceuyi CUcIl^yiUtJ UalJJUAyiaoc \no\-*a.oo u; 






Seg. No. 




Cnrr TH 

beg. iu 


t TR^n^n-no9-oi -ri -d7 


Method 


RT ZXQTM 


NLbl (ai 


g^z 0 j / jj 






E value 


2.0e-ll 


Match length 


112 


% identity 


88 


NCBI Description 


Arabidopsis thaliana chromosome V map near 60.5 cM, 




complete seguence [Arabidopsis thaliana] 



Seg. No. 34864 



5264 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3030-003-Q1-B1-B5 

BLASTX 

g2388580 

284 

1.0e-25 

91 

62 

(AC000098) Similar to Sequence 10 from patent 5477002 
(gb 1253956) . [Arabidopsis thaliana] 



Seq. No. 


O A Q C £ 


beq. id 


blDJu jU 1 


Method 






rrl 707007 


BLAST score 


223 


E value 


3.0e-18 


Match length 


127 


% identity 


6 


NCBI Description 


(U78721) 


Seq. No. 


34866 


Seq. ID 


LIB3030- 


Method 


BLASTX 


NCBI GI 


g2108252 


BLAST score 


320 


E value 


1.0e-29 


Match length 


127 


% identity 


40 


NCBI Description 


(Y10228) 



003-Q1-B1-D9 



P-glycoprotein-2 [Arabidopsis thaliana] 
>gi_2108254_emb_CAA71276_ (Y10227) P-glycoprotein-2 
[Arabidopsis thaliana] >gi_4538925_emb_CAB39661 . 1_ 
(AL049483) P-glycoprotein-2 (pgp2) [Arabidopsis thaliana] 



Seq. No. 


34867 


Seq. ID 


LIB3030-003-Q1-B1-E10 


Method 


BLASTX 


NCBI GI 


g3721856 


BLAST score 


145 


E value 


4.0e-09 


Match length 


30 


% identity 


77 


NCBI Description 


(AB014057) beta-Amyrin Synthase 


Seq. No. 


34868 


Seq. ID 


LIB3030-004-Q1-B1-B11 


Method 


BLASTX 


NCBI GI 


g4559351 


BLAST score 


141 


E value 


1.0e-08 


Match length 


40 


% identity 


68 


NCBI Description 


(AC006585) hypothetical protein 


Seq. No. 


34869 


Seq. ID 


LIB3030-004-Q1-B1-D1 


Method 


BLASTN 


NCBI GI 


gl8551 



[Panax ginseng] 



5265 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



338 

0.0e+00 

350 

99 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



beg. jmo - 


-3/ P70 
Ol o / u 




T.TR3030-004- 


\A 4" r\ r\ 


OJ-irrO J. A 


\Tr , TaT pt 
Ntbl ul 






328 


TJ 1 xra 1 no 




Match length 


94 


% identity 


61 


NCBI Description 


{ ±v<s U U 0 £ f± 0 ; J 


Seq. No. 


o4o / 1 


beq. 1JJ 


t TR^n^o-nnd- 

LIdjUjU UUft 


Method 


JdLAo 1 A 


NCBI bl 


™o QQ O 9 A ^ 

gz yozz4 o 


hiltAb I score 


9 £ ^ 


'C tt "sin 

iij vaiue 




Match length 


fifi 

ou 


% identity 


61 


NCBI Description 


(AF051204) : 


Seq. No. 


j4o /Z 


Seq. ID 


J_j1 B J U ^ U _ U U 4 


Method 


RT 21QTY 


NCBI GI 


go / uzyoo 


tJiiAbi score 


*i U 4 


E value 


1 • Uc O -7 


jyiai.cn lengtn 


X J- 


% identity 


71 
/ 1 


NCBI Description 


(AF079486) 




thaliana] 


Seq. No. 




Seq. ID 


JjlrioUoU~UUD 


Method 


Di_uri.O 1 A 


NCBI GI 


goo iy / iu 


BLAbi score 


OCT 

OOZ 


E value 


Z . Uc J J 




(J A 


% identity 


73 


NCBI Description 


(AJ224161) 




thaliana] 


Seq. No. 


34874 


Seq. ID 


LIB3030-005 


Method 


BLASTX 


NCBI GI 


g3080353 


BLAST score 


224 


E value 


2.0e-18 


Match length 


112 


% identity 


43 



hypothetical protein [Arabidopsis thaliana] 



hypothetical protein [Picea mariana] 



rac GTP binding protein Arac8 [Arabidopsis 



delta-8 sphingolipid desaturase [Arabidopsis 



5266 



NCBI Description {AL022580J cytochrome P450 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34875 

LIB3030-005-Q1-B1-C1 

BLASTX 

g3252854 

205 

1.0e-16 

57 
75 

(AF020424) 
tabacum] 



glutamate decarboxylase isozyme 2 [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34876 

LIB3030-005-Q1-B1-C7 

BLASTX 

g3702368 

214 

3.0e-17 

69 

59 

(AJ001855) alpha subunit of F-actin capping protein 
[Arabidopsis thaliana] 



Seq. No. 


34877 


Seq. ID 


LIB3030-005-Q1-B1-D5 


Method 


BLASTN 


NCBI GI 


g975703 


BLAST score 


40 


E value 


4.0e-13 


Match length 


119 


% identity 


50 


NCBI Description 


P. sativum GR gene 


Seq. No. 


34878 


Seq. ID 


LIB3030-005-Q1-B1-D6 


Method 


BLASTX 


NCBI GI 


g2073450 


BLAST score 


428 


E value 


3.0e-42 


Match length 


93 


% identity 


85 


NCBI Description 


(Y12859) Krm protein 


Seq. No. 


34879 


Seq. ID 


LIB3030-005-Q1-B1-D8 


Method 


BLASTX 


NCBI GI 


g4204695 


BLAST score 


179 


E value 


4.0e-13 


Match length 


93 


% identity 


41 


NCBI Description 


(AF117062) putative 



[Lotus japonicus] 



Seq. No. 
Seq. ID 



AtSPl [Arabidopsis thaliana] 
34880 

LIB3030-005-Q1-B1-E12 



5267 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl703036 

181 

2.0e-13 

78 

46 

5 1 -AMP-ACTIVATED PROTEIN KINASE, BETA-1 SUBUNIT (AMPK 
BETA-1 CHAIN) (40 KD SUBUNIT) >gi_1335858 (U42411) 
5 f -AMP-activated protein kinase, beta subunit [Rattus 
norvegicus] 



Seq. No. 34881 

Seq. ID LIB3030-005-Q1-B1-H6 

Method BLASTX 

NCBI GI g2190259 

BLAST score 423 

E value 8.0e-42 

Match length s&19 2 * 

% identity rW§ *~ - - ' ^ 

NCBI Description (D86385) A-type cyclin [Catharanthus roseus] 



Seq. No. 34882 

Seq. ID LIB3030-006-Q1-B1-B1 

Method BLASTX 

NCBI GI g2290532 

BLAST score 402 

E value 3.0e-39 

Match length 121 

% identity 65 

NCBI Description (U94748) AN11 [Petunia x hybrida] 

Seq. No. 34883 

Seq. ID LIB3030-006-Q1-B1-B2 

Method BLASTX 

NCBI GI g2244985 

BLAST score 295 

E value 1.0e-26 

Match length 96 

% identity 68 

NCBI Description (Z97340) similarity to peroxidase [Arabidopsis thaliana] 

Seq. No. 34884 

Seq. ID LIB3030-006-Q1-B1-D4 

Method BLASTX 

NCBI GI g4371280 

BLAST score 414 

E value 1.0e-40 

Match length 126 

% identity 67 

NCBI Description (AC006260) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



34885 

LIB3030-006-Q1-B1-E3 

BLASTX 

g3242447 

218 

7.0e-18 



5268 



Match length 

% identity 

NCBI Description 

Seg. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
69 

(AB003131) endonuclease [Zinnia elegans] 
34886 

LIB3030-007-Q1-B1-A11 

BLASTX 

g4220474 

294 

1.0e-26 
102 
54 

(AC006069) 
thaliana] 



putative myosin heavy chain [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
•NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34887 

LIB3030-007-Q1-B1-A12 
BLASTX 

g433585*7 . . 
344 

2.0e-32 

126 

50 

(AF049347) berberine bridge enzyme [Berberis stolomf era] 
34888 

LIB3030-007-Q1-B1-C7 

BLASTX 

g2827637 

211 

6.0e-17 

111 
40 

(AL021636) putative protein [Arabidopsis thaliana] 
34889 

LIB3030-007-Q1-B1-D5 

BLASTX 

g2465923 

272 

5.0e-24 

122 

26 

(AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34890 

LIB3030-007-Q1-B1-E3 

BLASTN 

gl8683 

75 

5.0e-34 

207 
74 

G.max N-20t gene 



Seq. No. 



34891 



5269 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3030-007-Q1-B1-G10 

BLASTX 

g3193316 

242 

2.0e-20 

125 

49 

(AF069299) contains similarity to nucleotide sugar 
epimerases [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34892 

LIB3030-007-Q1-B1-H11 

BLASTX 

gl041706 

542 

1.0e-55 

120 
79 

(U30480) expansin At-EXP6 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E' value 

Match length 

% identity 

NCBI Description 



34893 

LIB3030-008-Q1-B1-A10 

BLASTX 

g2462744 

176 

8.0e-13 

125 

31 

(AC002292) Hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34894 

LIB3030-008-Q1-B1-C9 

BLASTX 

g4415937 

140 

1.0e-08 

108 

30 

(AC006418) hypothetical protein 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34895 

LIB3030-008-Q1-B1-G10 

BLASTX 

g2244851 

203 

5.0e-16 

115 
40 

(Z97337) amine oxidase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34896 

LIB3030-009-Q1-B1-A1 

BLASTN 

g3059094 

166 

2.0e-88 
328 



5270 



% identity 88 

NCBI Description Glycine max mRNA for magnesium chelatase subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



34897 

LIB3030-009-Q1-B1-A2 

BLASTX 

g4455192 

185 

7.0e-14 

109 

38 

(AL035440) putative protein [Arabidopsis thaliana] 
34898 

LIB3030-009-Q1-B1-B12 

BLASTX 

gll5797 

431 

1.0e-42 

99 

82 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 

(CAB-215) (LHCP) >gi_100026_pir S16592 chlorophyll 

a/b-binding protein - garden pea >gi_20658_emb_CAA40365_ 
(X57082) chlorophyll a/b-binding protein fPisum sativum] 

34899 

LIB3030-009-Q1-B1-B4 

BLASTX 

g544129 

160 

2.0e-ll 

53 
62 

VIGNAIN PRECURSOR (BEAN ENDOPEPTIDASE) {CYSTEINE PROTEINASE 
EP-C1) >gi_20994_emb_CAA44816_ (X63102) endopeptidase 
[Phaseolus vulgaris] 

34900 

LIB3030-009-Q1-B1-B5 

BLASTX 

gll68940 

224 

2.0e-18 

83 
59 

CHORISMATE MUTASE PRECURSOR (CM-1) >gi_629509_pir S38958 

chorismate mutase precursor - Arabidopsis thaliana 
>gi_429153_emb_CAA81286_ (226519) chorismate mutase 
precursor [Arabidopsis thaliana] 

34901 

LIB3030-009-Q1-B1-B6 

BLASTN 

g310575 

286 

1.0e-160 



5271 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



435 
94 

Glycine max nodulin-26 inRNA, complete cds 
34902 

LIB3030-009-Q1-B1-C12 

BLASTX 

g2627181 

476 

6.0e-48 

117 

74 

(D89619) cycloartenol synthase [Pisum sativum] 
34903 

LIB3030-009-Q1-B1-D12 

BLASTX 

g3850588 

527 

8.0e-54 

141 

49 

(AC005278) Contains similarity to gb_AB011110 KIAA0538 
protein from Homo sapiens brain and to phospholipid-binding 
domain C2 PFJ30168. ESTs gb_AA585988 and gb_T04384 come 
from this gene. [Arabidopsis thaliana] 

34904 

LIB3030-009-Q1-B1-D3 

BLASTX 

g4049518 

195 

3.0e-19 

139 

40 

(AL031852) conserved hypothetical protein 
[Schizosaccharomyces pombe] 

34905 

LIB3030-009-Q1-B1-D8 

BLASTX 

g4510339 

583 

2.0e-60 

147 

40 

(AC006921) putative ABC transporter protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



34906 

LIB3030-009-Q1-B1-F10 

BLASTX 

g2852449 

470 

3.0e-47 

119 

74 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 
(AC002521) putative protein kinase [Arabidopsis thaliana] 

34907 

LIB3030-009-Q1-B1-F3 

BLASTX 

g280401 

508 

1.0e-51 

130 
73 

H+-transporting ATPase (EC 3.6.1.35) - curled-leaved 
tobacco >gi_170206 (M27888) H+-translocating ATPase 
[Nicotiana plumbaginifolia] 



Seq. No. 


34908 


Seq. ID 


LIB3030-009-Q1-B1-H4 


Method 


BLASTX 


NCBI GI 


g2578440 


BLAST score 


142 


E value 


4.0e-09 


Match length 


73 


% identity 


37 


NCBI Description 


(X67425) pectinesterase [Pisum sativum] 


Seq. No. 


34909 


Seq. ID 


LIB3030-009-Q1-B1-H8 


Method 


BLASTX 


NCBI GI 


g4105782 


BLAST score 


156 


E value 


2.0e-10 


Match length 


41 


% identity 


80 


NCBI Description 


(AF04 9922) PGP169-12 [Petunia x hybrida] 


Seq. No. 


34910 


Seq. ID 


LIB3030-010-Q1-B1-A9 


Method 


BLASTX 


NCBI GI 


g2833329 


BLAST score 


443 


E value 


3.0e-44 


Match length 


99 


% identity 


36 


NCBI Description 


ADP, ATP CARRIER PROTEIN (ADP/ATP TRANSLOCASE 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



{ADENINE 

NUCLEOTIDE TRANSLOCATOR) (ANT) >gi_143886Q (L11618) ADP/ATP 
carrier protein [Anopheles gambiae] >gi_1438862 (L11617) 
ADP/ATP carrier protein [Anopheles gambiae] 

34911 

LIB3030-010-Q1-B1-C9 

BLASTX 

gl31199 

158 

1.0e-10 

110 

40 

PHOTOS YSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 



5273 




(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 

>gi 81470 pir S00453 photosystem I protein psaH precursor 

- spinach~>gil21287_emb_CAA34749__ (X16858) psaH [Spinacia 

oleracea] 

Seq. No. 34912 

Seq. ID LIB3030-010-Q1-B1-D12 

Method BLASTX 

NCBI GI g4539303 

BLAST score 184 

E value 1.0e-13 

Match length 94 

% identity 37 ( , , 

NCBI Description (AL049480) putative protein [Arabidopsis thalianaj 

Seq. No. 34913 

Seq. ID LIB3030-010-Q1-B1-G5 

Method BLASTX 

NCBI GI g2281090 

BLAST score 142 

E value 4.0e-13 

Match length 90 

% identity 42 , . . . ^ • i 

NCBI Description (AC002333) hypothetical protein [Arabidopsis thalxana] 

Seq. No. 34914 

Seq. ID LIB3030-010-Q1-B1-H3 

Method BLASTX 

NCBI GI gl888357 

BLAST score 234 

E value 9.0e-20 

Match length 76 

% identity 63 , 

NCBI Description (X98130) alpha-mannosidase [Arabidopsis thaliana] 

>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 

precursor [Arabidopsis thaliana] 

Seq. No. 34915 

Seq. ID LIB3030-011-Q1-B1-A11 

Method BLASTX 

NCBI GI g4337175 

BLAST score 170 

E value 3.0e-12 

Match length 50 

NCBI^escription (AC006416) ESTs gb_T20589, gb_T04 648, gb_AA597906, 

gb T04111, gb R84180, gb_R65428, gb_T44439, gb_T76570 / 
gbJR90004, gb_T45020, gb_T42457, gb__T20921, gb_AA042762 and 
gb_AA720210 come from this gene. [Arabidopsis thaliana] 

Seq. No. 34916 

Seq. ID LIB3030-011-Q1-B1-C11 

Method BLASTN 

NCBI GI g347454 

BLAST score 33 

E value 5.0e-09 

Match length 101 
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% identity 


83 


NCBI Description 


Soybean hydroxyproline-rich glycoprotein (: 




end 


Seq. No. 


34917 


Seq. ID 


LIB3030-011-Q1-B1-E11 


Method 


BLASTX 






BLAST score 


565 


E value 


2.0e-58 


Match length 


136 


% identity 


74 


NCBI Description 


(AC005896) nodulin-like protein [Arabidops: 


Seq, No. 


34918 


Seq. ID 


LIB3030-011-Q1-B1-H3 


Method 


BLASTN 


IN £j J. \J ± 


rrl 70d RR 


BLAST score 


52 


E value 


9.0e-21 


Match length 


148 


% identity 


84 


NCBI Description 


Tomato heat shock cognate protein 80 gene, 


Seq. No. 


34919 


Seq. ID 


LIB3030-012-Q1-B1-C10 


Method 


BLASTX 


NCBI GI 


gl28592 


BLAST score 


149 


E value 


6.0e-10 


Match length 


54 


% identity 


57 


NCBI Description 


POLLEN-SPECIFIC PROTEIN NTP303 PRECURSOR 



sbHRGP2) mRNA, 3' 



3' end 



>gi_82190_pir S22495 pollen-specific protein precursor 

common tobacco >gi_19902_emb_CAA43454_ (X61146) pollen 
specific protein [Nicotiana tabacum] 



Seq. No. 


34920 


Seq. ID 


LIB3030-012-Q1-B1-C6 


Method 


BLASTX 


NCBI GI 


g2511693 


BLAST score 


166 


E value 


4.0e-12 


Match length 


58 


% identity 


55 


NCBI Description 


(Z99954) cysteine proteinase precursor [Phaseolus 


Seq. No. 


34921 


Seq. ID 


LIB3030-012-Q1-B1-D9 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


191 


E value 


1.0e-103 


Match length 


319 


% identity 


90 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate carboxylase 



subunit mRNA, complete cds 
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Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34922 

LIB3030-012-Q1-B1-E8 

BLASTX 

g2832646 

178 

5.0e-13 

78 
38 

(AL021710) MuDR transposable element - like protein 
[Arabidopsis thaliana] 

34 923 

LIB3030-Q12-Q1-B1-F10 

BLASTX 

gl705463 

372 

8.0e-36 

117 

66 

BIOTIN SYNTHASE (BIOTIN SYNTHETASE) >gi_2129547_pir S71201 

biotin sythase - Arabidopsis thaliana >gi_1045316 (U24147) 
biotin sythase [Arabidopsis thaliana] >gi_1403662 (U31806) 
BI02 protein [Arabidopsis thaliana] >gi_1769457 (L34413) 
biotin synthase [Arabidopsis thaliana] >gi_2288983 
(AC002335) biotin synthase (Bio B) [Arabidopsis thaliana] 

>gi_1589016_prf 2209438A biotin synthase [Arabidopsis 

thaliana] 



Seq. No. 


34924 


Seq. ID 


LIB3030-012-Q1-B1-H10 


Method 


BLASTX 


NCBI GI 


g4006915 


BLAST score 


250 


E value 


2.0e-21 


Match length 


109 


% identity 


50 


NCBI Description 


(Z99708) hypothetical protein [Arabidopsis 


Seq. No. 


34925 


Seq. ID 


LIB3030-012-Q1-B1-H3 


Method 


BLASTX 


NCBI GI 


g3600039 


BLAST score 


487 


E value 


4.0e-49 


Match length 


143 


% identity 


61 


NCBI Description 


(AF080119) similar to Schizosaccharomyces 




protein (GB:D14061) [Arabidopsis thaliana] 


Seq. No. 


34926 


Seq. ID 


LIB3039-001-Q1-E1-E2 


Method 


BLASTN 


NCBI GI 


gl68650 


BLAST score 


226 


E value 


1.0e-124 


Match length 


351 
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CI 



% identity 

NCBI Description 



93 

Zea mays ubiquitin fusion protein (UBF9) gene, complete cds 



Seq. No. 


34927 


Seq. ID 


LIB3039-001-Q1-E1-F7 


Method 


BLASTX 


NCBI GI 


gl405561 


BLAST score 


276 


E 'value 


2.0e-24 


Match length 


56 


% identity 


98 


NCBI Description 


(X98540) FSGTP1 [Fagus sylvatica] 


Seq. No. 


34928 


Seq. ID 


LIB3039-001-Q1-E1-F8 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


293 


E value 


1.0e-29 


Match length 


116 


% identity 


61 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 


Seq. No, 


34929 


Seq. ID 


LIB3039-001-Q1-E1-H8 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


64 


E value 


9.0e-28 


Match length 


180 


% identity 


84 


NCBI Description 


Glycine max vegetative storage prote: 




complete cds 


Seq. No. 


34930 


Seq. ID 


LIB3039-002-Q1-E1-A10 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


315 


E value 


4.0e-29 


Match length 


114 


% identity 


56 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 


Seq. No, 


34931 


Seq. ID 


LIB3039-002-Q1-E1-A11 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


122 


E value 


4.0e-62 


Match length 


350 


% identity 


84 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No, 


34932 


Seq. ID 


LIB3039-002-Q1-E1-A9 


Method 


BLASTN 
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NCBI GI 


gl69974 


BLAST score 


138 


E value 


8.0e-72 


Match length 


178 


% identity 


94 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


34933 


Seq. ID 


LIB3039-002-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


175 


E value 


1.0e-12 


Match length 


74 


% identity 


50 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 


Seq* No. 


34934 


Seq. ID 


LIB3039-002-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


gl26151 


BLAST score 


167 


E value 


5 . Oe-12 


Match length 


61 


% identity 


56 


NCBI Description 


LECTIN PRECURSOR (AGGLUTININ) (SBA) 




lectin precursor - soybean >gi 17000 




prepeptide [Glycine max] 


Seq. No. 


34935 


Seq. ID 


LIB3039-002-Q1-E1-E6 


Method 


BLASTX 




a3341443 


BLAST score 


339 


E value 


8.0e-32 


Match length 


127 


% identity 


54 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 


Seq. No. 


34936 


Seq. ID 


LIB3039-002-Q1-E1-G5 


Method 


BLASTX 






BLAST score 


250 


E value 


3.0e-29 


Match length 


126 


% identity 


55 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 


Seq. No. 


34937 


Seq. ID 


LIB3039-002-Q1-E1-H6 


Method 


BLASTX 


NCBI GI 


g2795803 


BLAST score 


187 


E value 


5.0e-14 


Match length 


78 


% identity 


50 



>gi_2 8289 8_pir S 2 7 

6 (K00821) lectin 
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NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



(AC003674) putative beta-1, 3-endoglucanase [Arabidopsis 
thaliana] >gi_3355491 (AC004218) putative 
beta-1, 3-endoglucanase [Arabidopsis thaliana] 

34938 

LIB3039-002-Q1-E1-H7 

BLASTN 

g296408 

127 

3.0e-65 

215 

90 

G.max ADR12 mRNA 
34939 

LIB3039-002-Q1-E1-H8 

BLASTX 

g2244839 

368 

2.0e-35 

117 

62 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
34940 

LIB3039-003-Q1-E1-A2 

BLASTN 

g3452136 

187 

1.0e-101 

239 

95 

Glycine max mRNA for glucose- 6-phosphate-dehydrogenase, 
partial 

34941 

LIB3039-003-Q1-E1-B12 

BLASTN ^ 

gl69974 

106 

1.0e-52 

268 

91 

Glycine max vspA gene r complete cds 
34942 

LIB3039-003-Q1-E1-B2 

BLASTX 

g2058280 

253 

3.0e-23 

88 

65 

(X97381) atran3 [Arabidopsis thaliana] 
34943 

LIB3039-003-Q1-E1-C12 
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Method 


BLASTN 


NCBI GI 


gl70089 


BLAST score 


246 


E value 


1.0e-136 


Match length 


330 


% identity 


94 


NCBI Description 


G.max vegetative storage protien mRNA (VSP27), complete 


Seq. No. 


34944 


Seq. ID 


LIB3039-003-Q1-E1-D12 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


117 


E value 


3.0e-59 


Match length 


213 


% identity 


89 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


34945 


Seq. ID 


LIB3039-003-Q1-E1-D2 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


35 


E value 


1.0e-10 


Match length 


71 


% identity 


87 


NCBI Description 


G.max tefSl gene for elongation factor EF-la 


Seq. No. 


34946 


Seq. ID 


LIB3039-003-Q1-E1-E6 


Method 


BLASTN 


NCBI GI 

All \*r i— » -L. \J J. 


gl8761 


BLAST score 


40 


E value 


4.0e-13 


Match length 


116 


% identity 


85 


NCBI Description 


Soybean stem mRNA for 31 kD glycoprotein t 


Seq. No. 


34947 


Seq. ID 


LIB3039-004-Q1-E1-A12 


Method 


BLASTX 


NCBI GI 


g2961372 


BLAST score 


169 


E value 


5. 0e-17 


Match length 


76 


% identity 


66 


NCBI Description 


(AL022141) putative ribosomal protein L8 [Arabidopsis 




thaliana] >gi_3036817_emb_CAA18507_ (AL022373) ribosomal 




protein L2 [Arabidopsis thaliana] 


Seq. No. 


34948 


Seq. ID 


LIB3039-004-Q1-E1-B2 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


228 


E value 


4.0e-19 


Match length 


96 



5280 




% identity 


55 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq, No. 


34949 


Seq. ID 


LIB3039-004-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


a2052379 


BLAST score 


142 


E value 


5.0e-09 


Match length 


69 


% identity 


45 


NCBI Description 


(U66343) calreticulin [Arabidopsis thaliana] 


Seq. No. 


34950 


Seq. ID 


LIB3039-004-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


g232031 


BLAST score 


191 


E value 


1.0e-14 


Match length 


97 


% identity 


46 


NCBI Description 


ELONGATION FACTOR 1 BETA 1 >gi 322851 pir S2 



translation elongation factor eEF-1 beta 1 chain - rice 
>gi_218161_dbj_BAA02253_ (D12821) elongation factor 1 beta r 
[Oryza- sativa] 



Seq. No. 


34951 


Seq. ID 


LIB3039-004-Q1-E1-E3 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


420 


E value 


3.0e-41 


Match length 


118 


% identity 


69 


NCBI Description 


(AC005169) unknown protein [Arabidopsis thaliana] 


Seq. No. 


34952 


Seq. ID 


LIB3039-005-Q1-E1-A6 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


305 


E value 


7.0e-28 


Match length 


121 


% identity 


51 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq. No. 


34953 


Seq. ID 


LIB3039-005-Q1-E1-A9 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


173 


E value 


1.0e-92 


Match length 


253 


% identity 


92 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


34954 
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Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3039-005-Q1-E1-B11 

BLASTN 

gl495767 

37 

1.0e-ll 

77 
87 

P. sativum mRNA for 110 kD chloroplast inner envelope 
protein IEP110 

34955 

LIB3039-005-Q1-E1-B8 

BLASTN 

g!8551 

392 

0.0e+00 

396 

100 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

34956 

LIB3039-005-Q1-E1-C12 

BLASTX 

g2500354 

159 

3.0e-ll 

52 
62 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

34957 

LIB3039-005-Q1-E1-C5 

BLASTX 

g3236238 

449 

1.0e-44 

97 
82 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA7574 4 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



34958 

LIB3039-005-Q1-E1-C6 

BLASTN 

gl8644 

240 

1.0e-132 

312 

94 

Soybean mRNA for HMG- 
34959 

LIB3039-005-Q1-E1-F8 
BLASTN 



1 like protein 



5282 



NCBI GI 


_ 1 T AAA1 

gl70091 


BLAST score 


322 


E value 


0.0e+00 


Match length 


374 


% identity 


97 


NCBI Description 


Glycine max vegetative storage protein 




complete cds 


Seq. No. 


34960 


Seq. ID 


LIB3039-005-Q1-E1-G9 


Method 


BLASTN 


NCBI GI 


g414831 


BLAST score 


131 


E value 


2.0e-67 


Match length 


239 


% identity 


97 


NCBI Description 


Glycine max (Rablp) mRNA, complete cds 


Seq. No. 


34961 


Seq. ID 


LIB3039-005-Q1-E1-H9 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


260 


E value 


1.0e-144 


Match length 


384 


% identity 


92 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


34962 


Seq. ID 


LIB3039-006-Q1-E1-A9 


Method 


BLASTN 


NCBI GI 


gll73641 


BLAST score 


70 


E value 


2.0e-31 


Match length 


106 


% identity 


92 


NCBI Description 


Glycine max lipoxygenase (lox7) mRNA, 


Seq. No. 


34963 


Seq. ID 


LIB3039-00 6-Q1-E1-B3 


Method 


BLASTN 


NCBI GI 


gl70053 


BLAST score 


41 


E value 


5.0e-14 


Match length 


65 


% identity 


92 


NCBI Description 


Soybean ribosomal protein Sll mRNA, 3 1 


Seq. No. 


34964 


Seq. ID 


LIB3039-006-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


gl350720 


BLAST score 


198 


E value 


9.0e-19 


Match length 


75 


% identity 


63 


NCBI Description 


60S RIBOSOMAL PROTEIN L32 



end 



5283 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34965 

LIB3039-006-Q1-E1-D3 

BLASTN 

g510875 

40 

3.0e-13 

99 

86 

P. vulgaris PvMEl gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34966 

LIB3039-006-Q1-E1-E10 

BLASTX 

gl076510 

169 

2.0e-12 

48 
71 

peptidylprolyl isomerase 
>gi_8 2 911 9_emb_CAA52 4 1 4_ 
vulgaris] 



(EC 5.2.1.8) Cyp - kidney bean 
(X74403) cyclophilin [Phaseolus 



Seq. No. 


34967 


oeq. iJJ 


lxdjU oy uuo Li ho 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


156 


E value 


1.0e-82 


Match length 


236 


% identity 


92 


NCBI Description 


Glycine max vegetative stoj 




complete cds 


Seq. No. 


34968 


Seq. ID 


LIB3039-006-Q1-E1-H2 


Method 


BLASTN 


NCBI GI 


gl370199 


BLAST score 


49 


E value 


1.0e-18 


Match length 


77 


% identity 


91 


NCBI Description 


L.japonicus mRNA for small 


Seq. No. 


34969 


Seq. ID 


LIB3039-0Q7-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


g3135264 


BLAST score 


241 


E value 


2.0e-20 


Match length 


75 


% identity 


63 


NCBI Description 


(AC003058) unknown protein 


Seq. No. 


34970 


Seq. ID 


LIB3039-007-Q1-E1-C1 


Method 


BLASTN 



(vspB) gene, 



[Arabidopsis thaliana] 
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NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 



gl70091 
287 

1.0e-160 

295 
99 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34971 

LIB3039-007-Q1-E1-C2 

BLASTX 

g82080 

239 

3.0e-20 

89 

57 

chlorophyll a/b-binding protein type III precursor - tomato 

>gi_226872_prf 1609235A chlorophyll a/b binding protein 

[Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34972 

LIB3039-007-Q1-E1-C7 

BLASTX 

g4510379 

252 

9.0e-22 

80 

57 

(AC007017) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34973 

LIB3039-007-Q1-E1-E2 

BLASTX 

g3341443 

191 

1.0e-14 

92 

47 

(AJ223074) acid phosphatase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34974 

LIB3039-007-Q1-E1-H12 

BLASTN 

gl69974 

178 

1.0e-95 

313 

90 

Glycine max vspA gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34975 

LIB3039-007-Q1-E1-H2 

BLASTX 

g!053059 

165 

1.0e-ll 

63 



5285 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



60 

(U38423) histone H3 [Triticum aestivum] 
34976 

LIB3039-0G7-Q1-E1-H6 

BLASTN 

gl70091 

321 

0.0e+00 

389 

96 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 


34977 


Seq. ID 


LIB3039-007-Q1-E1-H8 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


91 


E value 


8.0e-44 


Match length 


203 


% identity 


86 


NCBI Description 


Glycine max vspA gene, complete cds 




34978 


Seq. ID 


LIB3039-008-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


g3402687 


BLAST score 


181 


E value 


2.0e-13 


Match length 


53 


% identity 


62 


NCBI Description 


(AC004697) unknown protein [Arabidop 


Spa No 


34979 


Seq. ID 


LIB3039-008-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


g576775 


BLAST score 


236 


E value 


5.0e-20 


Match length 


80 


% identity 


68 


NCBI Description 


(U16992) ubiquitin-carboxy extension 




[Filobasidiella neoformans] 


Seq. No. 


34980 


Seq. ID 


LIB3039-008-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


g4454026 


BLAST score 


116 


E value 


1.0e-ll 


Match length 


74 


% identity 


55 


NCBI Description 


(AL035394) phosphatase like protein 


Seq. No. 


34981 


Seq. ID 


LIB3039-008-Q1-E1-E7 



5286 




Method 


BLASTN 


NPRT (IT 




BLAST score 


145 


E value 


6.0e-76 


Match length 


281 


% identity 


88 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


34982 


Seq. ID 


LIB3039-008-Q1-E1-G3 


Method 


BLASTN 


MPR T (IT 


yjuj juu 


BLAST score 


233 


E value 


1.0e-128 


Match length 


389 


% identity 


35 


NCBI Description 


Soybean gene for ubiquitin, complete cds 


Seq. No. 


34983 


Seq. ID 


LIB3039-008-Q1-E1-G7 


Method 


BLASTN 


MPD T CT 


y Zj yo Oj O 


BLAST score 


151 


E value 


2.0e-79 


Match length 


278 


% identity 


89 


NCBI Description 


Vicia faba mRNA for elongation factor 1-alpha 


Seq. No. 


34984 


Seq. ID 


LIB3039-008-Q1-E1-H3 


Method 


BLASTN 


NCBI GI 


gl70091 






E value 


1.0e-163 


Match length 


367 


% identity 


95 


NCBI Description 


Glycine max vegetative storage protein (vspB) 




complete cds 


Seq. No. 


34985 


Seq. ID 


LIB3039-009-Q1-E1-A8 


Method 


BLASTN 


MPDT (IT 




BLAST score 


99 


E value 


1.0e-48 


Match length 


147 


% identity 


92 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


34986 


Seq. ID 


LIB3039-009-Q1-E1-B2 


Method 


BLASTX 


NCBI GI 


g3894158 


BLAST score 


269 


E value 


1.0e-23 


Match length 


115 


% identity 


46 



5287 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC005312) similar to phloem-specific lectin [Arabidopsis 
thaliana] 

34987 

LIB3039-009-Q1-E1-D9 

BLASTN 

gl8551 

322 

0.0e+00 

382 
96 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



34988 

LIB3039-009-Q1-E1-E11 

BLASTN 

gl69974 

262 

1.0e-145 

382 
92 

Glycine max vspA gene, 



complete cds 



34989 

LIB3039-009-Q1-E1-F12 

BLASTX 

gl34145 

156 

2.0e-10 

101 

25 

STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 

PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi___169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 
(M7 6981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28kD glycoprotein [Glycine max] 

>gi_444325_prf 1906374A vegetative storage protein 

[Glycine max] 

34990 

LIB3039-009-Q1-E1-F6 

BLASTX 

g3341443 

261 

7.0e-23 

81 

59 

(AJ223074) acid phosphatase [Glycine max] 
34991 

LIB3039-009-Q1-E1-G4 

BLASTN 

g435678 

37 

1.0e-ll 
53 



5288 



% identity 


92 


NCBI Description 


L.esculentum Mill (cv. Rutgers) mRNA 




S25 


Seq. No. 


34992 


Seq. ID 


LIB3039-009-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


g548774 


BLAST score 


166 


E value 


9. Oe-12 


Match length 


60 


% identity 


62 


NCBI Description 


60S RIBOSOMAL PROTEIN L7A >gi_542158j 




protein L7a - rice >gi_303855_dbj_BAA 




ribosomal protein L7A [Oryza sativa] 


Seq. No. 


34993 


Seq. ID 


LIB3039-010-QI-E1-A10 


Method 


BLASTN 


NCBI GI 


gl262439 


BLAST score 


341 


E value 


0.0e+00 


Match length 


357 


% identity 


99 


NCBI Description 


Glycine max lipoxygenase (vlxC) mRNA, 


Seq. No. 


34994 


Seq. ID 


LIB3039-010-Q1-E1-A12 


Method 


BLASTX 


NCBI GI 


g421867 


BLAST score 


277 


E value 


8.0e-25 


Match length 


89 


% identity 


67 


NCBI Description 


ubiquitin / ribosomal protein CEP52 - 



S38360 ribosomal 



complete cds 



turnip >gi_347064 
(L21898) ubiquitin/ribosomal protein [Brassica rapa] 
>gi_395079_emb_CAA80863_ (Z24738) ubiquitin/ribosomal 
protein [Brassica rapa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



34995 

LIB3039-010-Q1-E1-B9 

BLASTX 

g!20666 

200 

4.0e-25 

99 

60 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi__66012_pir DESKG glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - garden snapdragon 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



34996 

LIB3039-010-Q1-E1-C10 

BLASTN 

gl70091 

202 

1.0e-110 



5289 



Match length 


302 


% identity 


92 


NCBI Description 


Glycine max vegetative storage protein (vspB) gene, 




complete cds 


Seq. No. 


34997 


Seq. ID 


LIB3039-010-Q1-E1-D11 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


190 


E value 


2.0e-14 


Match length 


113 


% identity 


44 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq. No. 


34998 


Seq. ID 


LIB3039-010-Q1-E1-E8 


Method 


BLASTX 


NCBI GI 


g730241 


BLAST score 


191 


E value 


1.0e-14 


Match length 


84 


% identity 


46 


NCBI Description 


DOLICHYL-DIPHOSPHOOLIGOSACCHARIDE — PROTEIN 




GLYCOSYLTRANSFERASE 48 KD SUBUNIT PRECURSOR (OLIGOSACCHARYL 




TRANSFERASE 48 KD SUBUNIT) (DDOST 48 KD SUBUNIT) (KIAA0115) 




(HA0643) >gi_473947_dbj_BAA06126_ (D29643) similar to Canis 




oligosaccharyltransferase 48 kDa subunit (M98392) . [Homo 




sapiens] 


Seq. No. 


34999 


Seq. ID 


LIB3039-010-Q1-E1-F1 


Method 


BLASTX 


NCBI GI 


gl710530 


BLAST score 


376 


E value 


3.0e-36 


Match length 


108 


% identity 


62 


NCBI Description 


60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 




ribosomal protein L27a - Arabidopsis thaliana 




>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 




L27a [Arabidopsis thaliana] 


Seq. No. 


35000 


Seq. ID 


LIB3039-010-Q1-E1-F12 


Method 


BLASTX 


NCBI GI 


g480390 


BLAST score 


234 


E value 


1.0e-19 


Match length 


83 


% identity 


55 


NCBI Description 


lectin BMA - Bowringia mildbraedii 


Seq. No. 


35001 


Seq. ID 


LIB3039-010-Q1-E1-F5 


Method 


BLASTN 


NCBI GI 


g!69974 



5290 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



315 

1.0e-177 

379 

96 

Glycine max vspA gene, complete cds 
35002 

LIB3039-010-Q1-E1-F7 

BLASTX 

g3341443 

143 

3.0e-09 

69 

45 

(AJ223074) acid phosphatase [Glycine max] 
35003 

LIB3039-010-Q1-E1-G1 

BLASTX 

g541943 

179 

3.0e-15 

56 

79 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

35004 

LIB3039-010-Q1-E1-G7 

BLASTX 

g2431771 

156 

1.0e-10 

51 

61 

(U62753) acidic ribosomal protein P2b [Zea mays] 



35005 

LIB3039-010-Q1-E1-H1 

BLASTN 

gl69974 

235 

1.0e-129 

303 

94 

Glycine max vspA gene, 



complete cds 



35006 

LIB3039-010-Q1-E1-H5 

BLASTN 

g!69974 

145 

8.0e-76 

277 

91 

Glycine max vspA gene, complete cds 



5291 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35007 

LIB3039-011-Q1-E1-A12 

BLASTX 

g2129721 

178 

8.0e-18 

104 

56 

ribosomal protein S15 - Arabidopsis thaliana 
>gi_1107485_emb_CAA63028_ (X91962) 40S ribosomal protein 
S15 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35008 

LIB3039-011-Q1-E1-A9 

BLASTX 

g3876716 

255 

4.0e-22 

80 

51 

(Z46242) similar to Zinc finger, 
[Caenorhabditis elegans] 



C3HC4 type (RING finger) 



Seq. No, 


35009 


Seq. ID 


LIB3039-011-Q1-E1-B3 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


173 


E value 


1.0e-92 


Match length 


348 


% identity 


88 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35010 


Seq. ID 


LIB3039-011-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


g3914431 


BLAST score 


141 


E value 


5.0e-16 


Match length 


77 


% identity 


58 


NCBI Description 


PROTEASOME COMPONENT C8 (MACROPAIN SUBUNIT 



(MULT I CATALYTIC ENDOPEPTIDASE COMPLEX SUBUNIT C8) 
>gi_2285802_dbj_BAA21651_ (D78173) 26S proteasome alpha 
subunit [Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35011 

LIB3039-011-Q1-E1-D3 

BLASTX 

g3914136 

258 

2.0e-22 

100 

52 

NONSPECIFIC LIPID-TRANSFER PROTEIN PRECURSOR (LTP) 
>gi_2632171_emb_CAA05771_ (AJ002958) lipid transfer protein 
[Cicer arietinum] 



5292 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35012 

LIB3039-011-Q1-E1-E6 

BLASTX 

g2961372 

140 

9.0e-09 

97 

34 

(AL022141) putative ribosomal protein L8 [Arabidopsis 
thaliana] >gi_3036817_emb_CAA18507__ (AL022373) ribosomal 
protein L2 [Arabidopsis thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35013 

LIB3039-011-Q1-E1-E9 

BLASTN 

gl70091 

289 

1.0e-162 

369 

95 

Glycine max vegetative storage protein (vspB) 
complete cds 



gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35014 

LIB3039-011-Q1-E1-F7 

BLASTN 

gl70091 

245 

1.0e-135 

357 

92 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35015 

LIB3039-012-Q1-E1-A11 

BLASTN 

gl69974 

54 

6.0e-22 

158 

84 

Glycine max vspA gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35016 

LIB3039-012-Q1-E1-C3 

BLASTX 

gl076510 

186 

3.0e-14 

58 
64 

peptidylprolyl isomerase 
>gi_8 2911 9_emb_CAA5 2 4 1 4_ 
vulgaris] 



(EC 5.2.1.8) Cyp - kidney bean 
(X74403) cyclophilin [Phaseolus 



5293 




Seq. No. 


35017 


Seq. ID 


LIB3039-012-Q1-E1-C8 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


159 


E value 


2.0e-84 


Match length 


259 


% identity 


90 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35018 


Seq. ID 


LIB3039-012-Q1-E1-D4 


Method 


BLASTX 


NCBI GI 


cr3341443 


BLAST score 


224 


E value 


3.0e-20 


Match length 


94 


% identity 


59 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq. No. 


35019 


Seq. ID 


LIB3039-012-Q1-E1-D5 


Method 


BLASTX 




y*±uuuou / 


BLAST, score 


178 


E value 


3.0e-13 


Match length 


67 


% identity 


55 


NCBI Description 


(Z99707) putative protein [Arabidopsis thaliana] 


Seq. No. 


35020 


Seq. ID 


LIB3039-012-Q1-E1-E1 


Method 


BLASTX 


NCRT GT 




BLAST score 


210 


E value 


6.0e-17 


Match length 


84 


% identity 


52 


NCBI Description 


(AJ225027) ribosomal protein L24 [Cicer arietinum] 


Seq. No. 


35021 


Seq. ID 


LIB3039-012-Q1-E1-E12 


Method 


BLASTX 


NGRT GT 


al^dl AA^K 

y JJ'il'il J 


BLAST score 


216 


E value 


2.0e-17 


Match length 


88 


% identity 


49 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq. No. 


35022 


Seq. ID 


LIB3039-012-Q1-E1-E2 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


105 


E value 


4.0e-52 


Match length 


291 



5294 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

Glycine max gene for ubiquitin, complete cds 
35023 

LIB3039-012-Q1-E1-E9 

BLASTN 

gl70091 

193 

1.0e-104 

356 
97 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

35024 

LIB3039-012-Q1-E1-F11 

BLASTN 

g410285 

100 

6.0e~49 

211 

87 

Pisum sativum rho (ras-related) GTP-binding protein mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35025 

LIB3039-012-Q1-E1-F7 

BLASTN 

gl336081 

73 

7.0e-33 

325 

82 

Glycine max var. Century ascorbate peroxidase 2 
mRNA, complete cds 



(APx2) 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35026 

LIB3039-012-Q1-E1-H2 

BLASTN 

gl69974 

231 

1.0e-127 

355 
91 

Glycine max vspA gene, 



complete cds 



35027 

LIB3039-013-Q1-E1-A4 

BLASTX 

g4538965 

180 

3.0e-13 

87 
45 

(AL049488) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 



35028 



5295 



beg* lu 






Method 


DliHo 1 IN 




NCBI GI 


gl70087 




BLAST score 


32 




E value 


1 . Ue-Uo 




Match length 


oU 




% identity 


Ob 




NCBI Description 


G.max vegetative storage protein mRNA 


^ V bJrZO 


Seq. No. 


35029 




Seq. ID 


LIBJUoy-Ulo-Ql-El-DlZ 




Method 


BLASTX 




JNL/Dl bl 


gi jOUj / 




BLAST score 


277 




E value 


2.0e-37 




Match length 


85 




% identity 


92 




NCBI Description 


TRIOSEPHOSPHATE ISOMERASE, CYTOSCLIC 


'TIM) 



>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 


35030 


Seq. ID 


LIB3039-013-Q1-E1-D4 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


142 


E value 


7.0e-09 


Match length 


59 


% identity 


51 


NCBI Description 


(AJ225027) ribosomal protein L24 [Cicer arietinum] 


Seq. No. 


35031 


Seq. ID 


LIB3039-014-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


302 


E value 


1.0e-27 


Match length 


116 


% identity 


53 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq. No. 


35032 


Seq. ID 


LIB3039-014-Q1-E1-B8 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


199 


E value 


1.0e-108 


Match length 


319 


% identity 


91 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35033 


Seq. ID 


LIB3039-014-Q1-E1-D3 


Method 


BLASTN 


NCBI GI 


g!69974 


BLAST score 


157 



5296 




E value 


4.0e~83 


Match length 


208 


% identity 


94 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35034 


Seq. ID 


LIB3039-014-Q1-E1-F8 


Method 


BLASTX 


NCBI GI 


g4127352 


BLAST score 


321 


E value 


9.0e-30 


Match length 


122 


% identity 


48 


NCBI Description 


(AJ010451) glutathione transferase [Alopecurus myosuroides] 


Seq. No. 


35035 


Seq. ID 


LIB3039-014-Q1-E1-H12 


* r j Method 


BLASTX 


yl NCBI GI 


g3292849 


m BLAST score 


317 


E value 


3.0e-29 


'"!!: Match length 


85 


: ;f % identity 


72 


Q NCBI Description 


(AJ007582) arginine methyltransf erase [Arabidopsis 




thaliana] 


J" Seq. No. 


35036 


" r Seq. ID 


LIB3039-015-Q1-E1-A4 


^2 Method 


BLASTX 


O NCBI GI 


g2558962 


H s BLAST score 


169 


E value 


4.0e-12 


Match length 


75 


S % identity 


49 


M NCBI Description 


(AF025667) histone H2B1 [Gossypium hirsutum] 


Seq. No. 


35037 


Seq, ID 


LIB3039-015-Q1-E1-B9 


Method 


BLASTX 


NCBI GI 


g488573 


BLAST score 


242 


E value 


1.0e-20 


Match length 


81 


% identity 


63 


NCBI Description 


(U094 63) histone H3.2 [Medicago sativa] 


Seq. No. 


35038 


Seq. ID 


LIB3039-015-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


gl34145 


BLAST score 


144 


E value 


2.0e-09 


Match length 


44 


% identity 


64 


NCBI Description 


STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 



PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi_l69898 (M37530) 28 kDa protein [Glycine max] >gi_169975 



5297 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(M76981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28JcD glycoprotein [Glycine max] 

>gi_444325_prf 1906374A vegetative storage protein 

[Glycine max] 

35039 

LIB3039-015-Q1-E1-F7 

BLASTN 

gl69974 

212 

1.0e-116 

316 

92 

Glycine max vspA gene, complete cds 
35040 

LIB3039-015-Q1-E1-G7 

BLASTN 

g!69974 

146 

2.0e-76 

290 

88 

Glycine max vspA gene, complete cds 



35041 

LIB3039-015-Q1-E1-H2 

BLASTX 

g3283026 

180 

3.0e-13 

113 

34 

(AF051562) putative transposase 



[Arabidopsis thaliana] 



35042 

LIB3039-015tQ1-E1-H9 

BLASTN 

gl8551 

375 

O.Oe+QO 

383 

99 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

35043 

LIB3039-016-Q1-E1-A3 

BLASTN 

gl8644 

272 

1.0e-151 

316 
97 

Soybean mRNA for HMG-1 like protein 



Seq. No. 



35044 



5298 



€1 



Seq. ID 


LIB3039-016-Q1-E1-C10 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


189 


E value 


1.0e-102 


Match length 


380 


% identity 


88 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35045 


Seq. ID 


LIB3039-016-Q1-E1-E7 


Method 


BLASTX 


NCBI GI 


g3152583 


BLAST score 


197 


E value 


3.0e-15 


Match length 


119 


% identity 


41 


NCBI Description 


(AC002986) Contains similarity to inhibitor of apopt 




protein gb_U45881 from D. melanogaster . [Arabidopsis 




thaliana] 


Seq. No. 


35046 


Seq. ID 


LIB3039-017-Q1-E1-A10 


Method 


BLASTX 


NQBI GI 


g541950 


BLAST score 


136 


E value 


1.0e-08 


Match length 


51 


% identity 


55 


NCBI Description 


SPCP1 protein - soybean >gi_310576 (L12257) nodulin- 




[Glycine max] 


Seq. No. 


35047 


Seq. ID 


LIB3039-017-Q1-E1-D3 


Method 


BLASTX 


NCBI GI 


g2281449 


BLAST score 


183 


E value 


1.0e-13 


Match length 


55 


% identity 


78 


NCBI Description 


(U90214) leucine zipper transcription factor TGA2.1 




[Nicotiana tabacum] 


Seq. No. 


35048 


Seq. ID 


LIB3039-017-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


222 


E value 


1.0e-122 


Match length 


321 


% identity 


93 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35049 


Seq. ID 


LIB3039-017-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


g3482925 



5299 



€1 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



180 

2.0e-13- 

69 

54 

(AC003970) Highly similar to cinnamyl alcohol 
dehydrogenase , gi_1143445 [Arabidopsis thaliana] 

35050 

LIB3039-017-Q1-E1-H10 

BLASTN 

gl70091 

329 

0.0e+00 

361 

98 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 


35051 


Seq. ID 


LIB3039-017-Q1-E1-H9 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


235 


E value 


1.0e-19 


Match length 


98 


% identity 


52 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 


Seq. No. 


35052 


Seq. ID 


LIB3039-018-Q1-E1-A4 


Method 


BLASTN 


NCBI GI 


g558922 


BLAST score 


67 


E value 


3.0e-29 


Match length 


179 


% identity 


92 


NCBI Description 


Lupinus albus farnesyl pyrophosphate 



complete cds 



Seq. No. 


35053 


Seq. ID 


LIB3039-018 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


324 


E value 


4.0e-30 


Match length 


113 


% identity 


58 


NCBI Description 


(AJ223074) 


Seq. No. 


35054 


Seq. ID 


LIB3039-018 


Method 


BLASTX 


NCBI GI 


g4262140 


BLAST score 


170 


E value 


4.0e-12 


Match length - 


68 


% identity 


54 



5300 



1> 



NCBI Description 


(AC00527 


Seq. No. 


35055 


Seq. ID 


LIB3039- 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


75 


E value 


5.0e-34 


Match length 


315 


% identity 


81 


NCBI Description 


Glycine i 


Seq. No. 


35056 


Seq. ID 


LIB3039- 


Method 


BLASTX 


NCBI GI 


gl22070 


BLAST score 


166 


E value 


4.0e-12 


Match length 


51 


% identity 


67 


NCBI Description 


HISTONE 



(AC005275) putative C-type Ul snRNP [Arabidopsis thaliana] 



018-Q1-E1-D11 



H3 

>gi_169793 



>gi_82483_pir A25564 histone H3 - rice 

(M15664) histone 3 [Oryza sativa] >gi_940018 



(U25664) histone H3 [Oryza sativa] 



S§q. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35057 

LIB3039-018-Q1-E1-H1 

BLASTX 

g3292831 

206 

2.0e-16 
97 
39 

(AL031018) 
thaliana] 



putative serine/threonine kinase [Arabidopsis 



35058 

LIB3039-019-Q1-E1-B2 

BLASTN 

g456567 

82 

3.0e-38 

146 

89 

Pisum sativum ubiquitin conjugating enzyme 
cds 



(UBC4), complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35059 

LIB3039-019-Q1-E1-C7 

BLASTN 

g310575 

80 

4.0e-37 

144 

89 

Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 



35060 



5301 



Seq. ID 


LIB3039-019-Q1-E1-G4 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


286 


F, 1 hp 


1.0e-160 


Mstnh 1 pncrth. 


378 


2- t Hpnt - i t v 


94 


NCBI Description 


Glycine max vspA gene, complete cds 


SpCT Kfo 

kJ C VJ * liV • 


35061 


Seq. ID 


LIB3039-019-Q1-E1-G8 




BLASTX 


NCBI GI 


g3341443 


BLAST score 


164 


E value 


1.0e-ll 


Match lencrth 


115 




41 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


kj» W \J . J- 1 * W * 


35062 


Sea ID 


LIB3039-019-Q1-E1-H6 


Ma "l~ h oH 


BLASTX 


NCBI GI 


g2982432 


BLAST score 


169 


TT 1 ne 


5.0e-12 


Ma'hr'Vi 1 pnrrt*h 


40 




78 


KFCRT Dp <=; r r* "i "ot i on 


(AL022224) putative protein [Arabidopsis thaliana] 




35063 


Sea ID 


LIB3039-020-Q1-E1-B7 


TV/To - ? - Vi i~iH 


BLASTN 


NCBI GI 


a4193387 


BLAST score 


125 


E value 


7.0e-64 


Lla.L.^ll -LOliyL.il 


317 




85 




Hevea brasiliensis translationally controlled tumor 


(TCTP) mRNA, complete cds 


O C • LNW • 


35064 


Seq. ID 


LIB3039-020-Q1-E1-C10 


Method 


BLASTN 


NCBI GI 


g2565428 


BLAST score 


45 


E value 


4.0e-16 


Match length 


101 



% identity 86 

NCBI Description Onobrychis viciifolia glycine-rich protein mRNA, complete 
cds 



Seq. No. 35065 

Seq. ID LIB3039-020-Q1-E1-C5 

Method BLASTN 

NCBI GI gl69899 

■BLAST score 181 

E value 2.0e-97 



5302 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



253 
93 

G.max 31 kDa protein mRNA, 3 T end 
35066 

LIB3039-020-Q1-E1-E12 

BLASTN 

g296408 

57 

2.0e-23 

264 

84 



NCBI Description G.max ADR12 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35067 

LIB3039-020-Q1-E1-G12 

BLASTN 

gl70091 

310 

1.0e-174 

390 

95 

Glycine max vegetative storage protein (vspB) 
complete cds 



gene, 



35068 

LIB3039-020-Q1-E1-H6 

BLASTX 

g541943 

270 

6.0e-24 

55 

84 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 


35069 


Seq. ID 


LIB3039-021-Q1-E1-C8 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


195 


E value 


1.0e-105 


Match length 


319 


% identity 


90 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35070 


Seq. ID 


LIB3039-021-Q1-E1-F3 


Method 


BLASTX 


NCBI GI 


g2443836 


BLAST score 


167 


E value 


6.0e-12 


Match length 


64 


% identity 


59 


NCBI Description 


(AF020793) tonoplast intrinsic protein 




[Medicago sativa] 



5303 




Seq. No. 


35071 




Seq. ID 


LIB3039-021-Q1-E1-F7 




Method 


BLASTX 




NCBI GI 


g2257524 




BLAST score 


271 




E value 


2.0e-25 




Match length 


133 




% identity 


51 




NCBT * J&pscriDt ion 


(AB004537) HYPOTHETICAL 47.4KD PROTEIN 


IN SHP1-SEC17 




INTERGENIC REGION [Schizosaccharomyces 


pombe] 


Sea No 


35072 




Seq. ID 


LIB3039-021-Q1-E1-G1 




Method 


BLASTN 




NCBI GI 


g2463568 




BLAST score 


227 




E value 


1.0e-124 




Match length 


363 




% identity 


91 




NCBI Description 


Glycine max mRNA for squalene synthase 


, complete cds 


Sea. No. 


35073 




Seq. ID 


LIB3039-022-Q1-E1-B1 




Method 


BLASTN 




NCBI GI 


gl69974 




BLAST score 


240 




E value 


1.0e-132 




Match 1 pnrrth 


378 




?; *i ripnt* i fv 


92 




NCBI Description 


Glycine max vspA gene, complete cds 




S p rr Nn 


35074 




Seq. ID 


LIB3039-022-Q1-E1-B10 




Method 


BLASTN 




NCBI GI 


gl69974 




BLAST score 


98 




E value 


3.0e-4S 




Match length 


150 




% identity 


91 




NCBI Description 


Glycine max vspA gene, complete cds 




Sea No 


35075 




Seq. ID 


LIB3039-022-Q1-E1-C12 




Method 


BLASTN 




NCBI GI 


g!70087 




BLAST score 


139 




E value 


2.0e-72 




Match lpncrth 

1 1U. 1— V_->1 .1 idly L- 1 J. 


235 




9; iH*s'n'f~'i'!~\7 


90 




NCBI Description 


G.max vegetative storage protein mRNA 


(VSP25 gene) 








Seq. ID 


LIB3039-022-Q1-E1-D9 




Method 


BLASTX 




NCBI GI 


gl34145 




BLAST score 


171 




E value 


2.0e-12 





5304 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



77 
47 

STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 

PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi_169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 
(M76981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28kD glycoprotein [Glycine max] 

>gi 444325_prf 1906374A vegetative storage protein 

[Glycine max] 

35077 

LIB3039-022-Q1-E1-E9 

BLASTN 

gl69964 

94 

2.0e-45 

234 

90 

Soybean glutathione reductase (GR) mRNA, complete cds 
35078 

LIB3039-022-Q1-E1-F11 

BLASTN 

gl69974 

282 

1.0e-157 
353 
95 

Glycine max vspA gene, 



complete cds 



35079 

LIB3039-023-Q1-E1-B10 

BLASTX 

g3341443 

188 

3.0e-14 

89 
4€ 

(AJ223074) acid phosphatase [Glycine max] 
35080 

LIB3039-023-Q1-E1-B4 

BLASTX 

gl053057 

182 

1.0e-13 

78 
55 

(U38422) histone H3 [Triticum aestivum] 
35081 

LIB3039-023-Q1-E1-C4 

BLASTX 

g3341443 

157 

9.0e-ll 
74 



5305 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



46 

(AJ223074) acid phosphatase [Glycine max] 
35082 

LIB3039-023-Q1-E1-D7 

BLASTX 

g2695711 

281 

4.0e-25 

86 

58 

(AJ001370) cytochome b5 [Olea europaea] 
35083 

LIB3039-023-Q1-E1-D8 

BLASTX 

gl762939 

164 

1.0e-ll 

58 
55 

(U66266) ORF; able to induce HR-like lesions 
tabacum] 



[Nicotiana 



Seq^ No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35084 

LIB3039-023-Q1-E1-D9 

BLASTX 

gl22087 

143 

6.0e-09 

61 

57 

HISTONE H3 >gi__81849_pir S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi_82609_pir A26014 histone H3 - wheat 

>gi_19607_emb_CAA31964_ (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi_19609_emb_CAA31965__ (X13674) histone 
H3 (AA 1-136) [Medicago sativa] >gi_21797_emb_CAA25451_ 
(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3.1 [Medicago sativa] >gi__2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



35085 

LIB3039-023-Q1-E1-F1 

BLASTN 

gl69974 

90 

4.0e-43 

170 

88 

Glycine max vspA gene, 
35086 

LIB3039-023-Q1-E1-F3 

BLASTX 

g3341443 

289 

4.0e-26 



complete cds 



5306 



# t 

Match length 93 

% identity 63 t 

NCBI Description (AJ223074) acid phosphatase [Glycine max] 

35087 

LIB3039-023-Q1-E1-G1 
BLASTX 
g2460203 
220 

6.0e-18 

85 
52 

(AF021244) coronatine-induced protein 1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 35088 

Seq. ID LIB3039-023-Q1-E1-G10 

Method BLASTX 

NCBI GI gl272410 

BLAST score 179 

E value 3.0e-13 

Match length 82 

% identity 46 t 

NCBI Description (U52045) immunophilin precursor [Vicia faba] 

Seq. No. 35089 

Seq. ID LIB3039-023-Q1-E1-G7 

Method BLASTX 

NCBI GI g2129726 

BLAST score 233 

E value 1.0e-19 

Match length 72 

% identity 72 

NCBI Description RNA polymerase II third largest chain RPB35.5A - 

Arabidopsis thaliana >gi__514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi__4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 

Seq. No. 35090 

Seq. ID LIB3039-023-Q1-E1-H7 

Method BLASTX 

NCBI GI g3341443 

BLAST score 311 

E value 1.0e-28 

Match length 115 

% identity 55 

NCBI Description (AJ223074) acid phosphatase [Glycine max] 



Seq. No. 35091 

Seq. ID LIB3039-024-Q1-E1-A2 

Method BLASTN 

NCBI GI g297877 

BLAST score 51 

E value 8.0e-20 

Match length 167 

% identity 83 



5307 



# • 

NCBI Description A.thaliana UBC10 mRNA for ubiquitin conjugating enzyme 

homolog >gi_349212_gb_L00640_ATHUBCC Arabidopsis thaliana 
ubiquitin conjugating enzyme mRNA, complete cds 



Seq. No. 


35092 


oeq. 11J 


iii do u J y~ yi— til— rjz 


Metnoa 


OT T\0 rp-vr 


NCBI 


gll Mo41 


BLAST score 


/ / 


E value 


i . ue-oo 


Match lengtn 


lul 


% identity 








Seq. No. 


35093 


Seq. ID 


LIBoUiy-U^4-Ql-El-Bo 


Method 


BLASTN 


NCBI GI 


g456713 


bJjAol score 


iiy 


E value 


2.0e-60 


Match length 


275 


% identity 


51 


nldi Description 


Glycine max gene for ubiquitin, complete cds 


Seq. No. 


35094 


Seq. ID 


LIB3039-024-Q1-E1-D1 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


275 


E value 


1 . 0e-153 


Match length 


387 


% identity 


9o 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35095 


Seq. ID 


LIB3039-024-Q1-E1-D5 


Method 


BLASTX 


NCBI GI 


gl762939 


BLAST score 


193 


E value 


o . ue-lo 


Match length 


85 


% identity 


48 


NCBI Description 


(U66266) ORF; able to induce HR-like lesions [Nicotiana 




tabacum] 


Seq. No. 


35096 


Seq. ID 


LIB3039-024-Q1-E1-E6 


Method 


bliAo IN 


NCBI GI 


gl70091 


BLAST score 


161 


E value 


1.0e-85 


Match length 


201 


% identity 


95 


NCBI Description 


Glycine max vegetative storage protein (vspB) gene, 




complete cds 


Seq. No. 


35097 



5308 



II 



Seq. ID 


LIB3039- 


024- 


Method 


BLASTN 




NCBI GI 


gl69974 




BLAST score 


67 




E value 


2.0e-29 




Match length 


155 




% i dpnt it v 


92 




NCBI Description 


Glycine 


max 


Seer. No. 


35098 




Seq. ID 


LIB3039- 


-024- 


Method 


BLASTN 




NCBI GI 


gl69974 




BLAST score 


269 




E value 


1.0e-150 


Match lencrth 


353 




% identity 


94 




NCBI Description 


Glycine 


max 


Seer. No. 


35099 




Seq. ID 


LIB3039- 


-024- 


Method 


BLASTN 




NCBI GI 


gl70091 




BLAST score 


108 




E value 


5.0e-54 




Match length 


168 




% identity 


92 




NCBI Description 


Glycine 


max 



Q1-E1-F11 



complete cds 



-H4 



gene, 



complete cds 



Seq. No. 


35100 


Seq. ID 


LIB3039-025-Q1-E1-A12 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


166 


E value 


2.0e-88 


Match length 


230 


% identity 


93 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35101 


Seq. ID 


LIB3039-026-Q1-E1-A3 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


171 


E value 


3.0e-12 


Match length 


82 


% identity 


52 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 


Seq. No. 


35102 


Seq. ID 


LIB3039-026-Q1-E1-A4 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


164 


E value 


4.0e-87 


Match length 


388 



5309 



% identity 86 

NCBI Description Glycine max vspA gene, complete cds 



35103 

LIB3039-026-Q1-E1-A6 

BLASTN 

g!336081 

65 

4.0e-28 

209 

83 

Glycine max var. Century ascorbate peroxidase 2 (APx2) 
mRNA, complete cds 



Seq. No. 


35104 




T.TB30 39-02 6-01-E1-B4 


lyieT-iiuu. 


BLASTX 




rr^341443 


DT ACT 1 q/-»ot*^ 


309 


E value 




ixiatcn lengLn 


-LUX 


^ laern-iLy 


58 


NLBl Description 


/a.T99*3074^ arid nhosohatase TGlvcine 


Seq. No. 


35105 


beq. liJ 


T TR^rn9-0?fi-Ol -E1-C2 


Method 




NCBI bl 


gio 7.7 / t 


J3lti\D 1 SCOlc 


131 


E value 


1 0^-67 

X . \J " W / 


Match length 


91 R 


% laerit-L uy 


90 


NCdx uescrip tion 


f!l vrinp max vst>A aene# complete cds 


Seq. No. 


35106 


Seq. ID 


T TR^n^Q-H96-01 -E1-E10 

JjID Jv J-/ U^U St- 1 - J - J - 1 - iJ-I-w 


Metnoa 


r>T,7\ QfM 
.DXiriO 1 l/i 


NCBI <j1 


gi / ft 


BLAST score 


258 


E value 


1.0e-143 


Match length 


366 


% identity 


93 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35107 


Seq. ID 


LIB3039-026-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


gl806146 


BLAST score 


192 


E value 


8.0e-15 


Match length 


86 


% identity 


53 


NCBI Description 


(X97317) cdc2MsF [Medicago sativa] 


Seq, No. 


35108 


Seq. ID 


LIB3039-026-Q1-E1-F1 


Method 


BLASTN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5310 



o 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl70089 
297 

1.0e-166 

349 

96 

G.max vegetative storage protien mRNA (VSP27) 



complete cds 



35109 

LIB3039-026-Q1-E1-G1 

BLASTX 

g2511574 

279 

3.0e-32 

110 

70 

(Y13176) multicatalytic endopeptidase [Arabidopsis 
thaliana] >gi_3421075 (AF043520) 20S proteasome subunit 
PAB1 [Arabidopsis thaliana] 

35110 

LIB3039-026-Q1-E1-G11 

BLASTX 

g548852 

286 

1.0e-25 

82 
66 

40S RIBOSOMAL PROTEIN S21 >gi_4 8 1227_pir S38357 ribosoitlal 

protein S21 - rice >gi_303839__dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



35111 

LIB3039-026-Q1-E1-G3 

BLASTN 

gl69974 

275 

1.0e-153 

395 

93 

Glycine max vspA gene. 



complete cds 



35112 

LIB3039-026-Q1-E1-G6 

BLASTN 

gl69974 

255 

1.0e-141 

351 

93 

Glycine max vspA gene, complete cds 
35113 

LIB3039-026-Q1-E1-G7 

BLASTN 

gl69974 

281 

1.0e-157 



5311 



€1 



Match length 


O ""7 O 

373 


% identity 


94 


NCBI Description 


Glycine max vspA gene, compieLe ous 


Seq. No. 


35114 


Seq. ID 


t t Deri's Q_no £— ni — T1 —Hi n 


Method 


BLASTX 


NCBI GI 


gl654140 


BLAST score 


159 


E value 


3. Oe-11 


Match length 


41 


% identity 


78 


NCBI Description 


(U37o4u) lipoxygenase [iiycopersiooii ybuuxeiiLuiuj 


Seq. No. 


35115 


Seq. ID 


LlboUJy— Uz o — yi — til nlz 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


43 


E value 


2 . Oe-15 


Match length 


103 


% identity 


85 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35116 


Seq. ID 


LIB3039-0Z /-Ql-hl-A4 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


170 


E value 


8 .Oe-91 


Match length 


294 


% identity 


92 


NCBI Description 


Glycine max nodulm-zb mKNA, complete cas 


Seq. No. 


35117 


Seq. ID 


LIBJuoy-Uz /-Qi-bi-Ay 


Method 


BLASTX 


NCBI GI 


g3068714 


BLAST score 


172 


E value 


3.0e-12 


Match length 


113 


% identity 


36 


NCBI Description 


(AFO 4 923b) unJcnown [AraDiaopsis unaiicmcij 


Seq. No. 


35118 


Seq. ID 


LIB3039-02 /-Ql-El-Dlz 


Method 


BLASTN 


NCBI GI 


g3318610 


BLAST score 


142 


E value 


6.0e-74 


Match length 


272 


% identity 




NCBI Description 


Glycine max mRNA for mitochondrial phosphate transport 




complete cds 


Seq. No. 


35119 


Seq. ID 


LIB3039-027-Q1-E1-C1 



5312 



€1 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g310575 

140 

7.0e-73 

323 

88 

Glycine max nodulin-26 mRNA, complete cds 
35120 

LIB3039-027-Q1-E1-F12 

BLASTN 

g!1576 

243 

1.0e-134 

331 
94 

Soybean plastid DNA for rpsl2, rps7, 16S rRNA, tRNA-Val, 
NADH dehydrogenase and ORF 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35121 

LIB3039-027-Q1-E1-F9 

BLASTN 

gl70053 

183 

1.0e-98 

183 

100 

Soybean ribosomal protein Sll mRNA, 3' 



end 



35122 

LIB3039-027-Q1-E1-G6 

BLASTX 

g2244910 

209 

1.0e-16 

69 
51 

(Z97339) unnamed protein product [Arabidopsis thaliana] 
35123 

LIB3039-028-Q1-E1-B5 

BLASTN 

gll96896 

59 

1.0e-24 

75 

95 

Glycine max acidic ribosomal protein P0 mRNA, complete cds 



Seq. No. 35124 

Seq. ID LIB3039-028-Q1-E1-E3 

Method BLASTN 

NCBI GI gl8644 

BLAST score 54 

E value 1.0e-21 

Match length 206 

% identity 82 



5313 



NCBI Description Soybean mRNA for HMG-1 like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35125 

LIB3039-028-Q1-E1-E7 

BLASTX 

g4263712 

203 

5.0e-16 

56 

71 

(AC006223) putative ribosomal protein S12 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35126 

LIB3039-028-Q1-E1-G1 

BLASTX 

g2262177 

176 

1.0e-19 

72 
71 

(AC002329) hypothetical protein similar to T18A10.3 
[Arabidopsis thaliana] 



-Seq . No . 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



35127 

LIB3039-028-Q1-E1-G11 

BLASTN 

gl69974 

140 

6.0e-73 

308 
86 

Glycine max vspA gene, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35128 

LIB3039-029-Q1-E1-B6 

BLASTX 

gl076485 

188 

2.0e-17 

66 

68 

SAM-synthetase - chickpea (fragment) 

>gi_73257 6_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35129 

LIB3039-029-Q1-E1-B9 

BLASTN 

g396818 

176 

3.0e-94 

300 

90 

P. sativum psporl mRNA encoding porin 



Seq. No. 



35130 



5314 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3039-029-Q1-E1-C4 

BLASTX 

g3355468 

154 

1.0e-10 
55 
62 

(AC004218) 
thaliana] 



putative ribosomal protein L35 [Arabidopsis 



Seq. No. 


35131 


Seq. ID 


LIB3039-029-Q1-E1-E7 


Method 


BLASTX 


NCBI GI 


g729442 


BLAST score 


226 


E value 


1.0e-26 


Match length 


105 


% identity 


40 


NCBI Description 


PROBABLE PROTEIN DISULFIDE ISOMERASE P5 PRECURSOR 


>gi 166380 (M80235) glucose-regulated endoplasmic 




protein precursor [Medicago sativa] 


Seq* No. 


35132 


Seq. ID 


LIB3039-029-Q1-E1-F3 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


309 


E value 


2.0e-28 


Match length 


101 


% identity 


59 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq. No. 


35133 


Seq. ID 


LIB3039-029-Q1-E1-F5 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


138 


E value 


1.0e-71 


Match length 


366 


% identity 


85 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35134 


Seq. ID 


LIB3039-030-Q1-E1-A3 


Method 


BLASTX 


NCBI GI 


g3021485 


BLAST score 


117 


E value 


4.0e-14 


Match length 


89 


% identity 


55 


NCBI Description 


(AJ224932) histone H2B-3 [Lycopersicon esculentum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



35135 

LIB3039-030-Q1-E1-A6 

BLASTN 

gl70053 

44 



5315 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-15 

160 

82 

Soybean ribosomal protein Sll mRNA, 3 1 



end 



35136 

LIB3039-030-Q1-E1-A8 

BLASTX 

g3341443 

304 

8.0e-28 

95 

62 

(AJ223074) acid phosphatase [Glycine max] 



35137 

LIB3039-030-Q1-E1-B11 

BLASTN 

gl70091 

315 

1.0e-177 

363 
97 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene. 



35138 

LIB3039-030-Q1-E1-C4 

BLASTN 

gl66379 

98 

8.0e-48 

286 

86 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 



Seq. No. 


35139 


Seq. ID 


LIB3039-030 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


153 


E value 


1.0e-80 


Match length 


337 


% identity 


87 


NCBI Description 


Glycine max 


Seq. No. 


35140 


Seq. ID 


LIB3039-030 


Method 


BLASTN 


NCBI GI 


g!69974 


BLAST score 


192 


E value 


1.0e-104 


Match length 


387 


% identity 


88 



NCBI Description Glycine max vspA gene, complete cds 



5316 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35141 

LIB3039-030-Q1-E1-F11 

BLASTX 

g282964 

350 

3.0e-33 

69 

87 

transforming protein (myb) homolog (clone myb.Ph3) 
petunia >gi_20563_emb_CAA7838 6_ (Z13996) protein 1 
x hybrida] 



- garden 
[Petunia 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35142 

LIB3039-030-Q1-E1-F12 

BLASTN 

gl70091 

284 

1.0e-159 

372 
94 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



Seq. No. 


35143 




T.TR3 03 9-03 0-O1 -E1-F7 


Method 


BLASTN 


NCBI GI 


gl8551 


BLAST score 


206 


E value 


1.0e-112 


Match length 


334 


% identity 


91 


NCBI Description 


Soybean Cab3 gene for PSII LHCII chic 




protein 


Seq. No. 


35144 


Seq. ID 


LIB3039-031-Q1-E1-B3 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


287 


E value 


1.0e-160 


Match length 


379 


% identity 


94 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35145 


Seq. ID 


LIB3039-031-Q1-E1-C6 


Method 


BLASTN 


NCBI GI 


g303900 


BLAST score 


277 


E value 


1.0e-154 


Match length 


355 


% identity 


32 


NCBI Description 


Soybean gene for ubiquitin, complete 


Seq. No. 


35146 


Seq. ID 


LIB3039-031-Q1-E1-C8 


Method 


BLASTN 



5317 



NCBI GI 


gl69974 


BLAST score 


62 


E value 


1 . Oe-26 


Match length 


126 


% identity 


87 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35147 


Seq. ID 


LIB3039-0ol-Ql-El-Cy 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


320 


E value 


1. Oe-29 


Match length 


88 


% identity 


66 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq. No. 


35148 


Seq. ID 


LIB3039-031-Q1-E1-G / 


Method 


BLASTN 


NCBI GI 


gl70089 


BLAST score 


177 


E value 


5. Oe-95 


Match length 


321 


% identity 


89 


NCBI Description 


G.max vegetative storage protien mRNA (VSP2 


Seq. No. 


35149 


Seq. ID 


LIB3039-031-Q1-E1-H3 


Method 


BLASTX 


NCBI GI 


g322750 


BLAST score 


273 


E value 


3.0e-24 


Match length 


85 


% identity 


73 


NCBI Description 


ubiquitin / ribosomal protein CEP52 - wood 




>gi 170217 (M74100) ubiquitin fusion protei 




sylvestris] 


Seq. No. 


35150 


Seq. ID 


LIB3039-032-Q1-E1-A10 


Method 


BLASTN 


NCBI GI 


g296408 


BLAST score 


74 


E value 


2. Oe-33 


Match length 


178 


% identity 


86 


NCBI Description 


G.max ADR12 mRNA 


Seq. No. 


35151 


Seq. ID 


LIB3039-032-Q1-E1-A12 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


177 


E value 


5.0e-95 


Match length 


285 


% identity 


91 



complete cds 



5318 



II 



NCBI Description Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35152 

LIB3039-032-Q1-E1-A2 

BLASTX 

gl053057 

164 

2.0e-ll 

78 

51 

(U38422) histone H3 [Triticum aestivum] 
35153 

LIB3039-032-Q1-E1-A9 

BLASTN 

g2225884 

120 

6.0e-61 

336 
84 

Solanum tuberosum mRNA for eukaryotic initiation factor 
5A5, complete cds 

35154 

LIB3039-032-Q1-E1-B5 

BLASTX 

gll72817 

198 

2.0e-15 

99 

45 

60S RIBOSOMAL PROTEIN L11B (L16B) >gi_550547_emb_CAA57396_ 
(X81800) ribosomal protein L16 [Arabidopsis thaliana] 
>gi_4539392_emb_CAB37458.1_ (AL035526) ribosomal protein 
Lll, cytosolic [Arabidopsis thaliana] 



Seq. No. 


35155 


Seq. ID 


LIB3039-032- 


Method 


BLASTN 


NCBI GI 


gl053044 


BLAST score 


47 


E value 


1.0e-17 


Match length 


133 


% identity 


92 


NCBI Description 


Glycine max 


Seq. No. 


35156 


Seq. ID 


LIB3039-032 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


274 


E value 


3.0e-24 


Match length 


92 


% identity 


55 


NCBI Description 


(AJ223074) 



H3 gene, partial cds, clone SI 



5319 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35157 

LIB3039-032-Q1-E1-E9 

BLASTN 

gl70091 

2 92 

1.0e-163 

360 
95 

Glycine max vegetative storage protein (vspB) 
complete cds 



gene. 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35158 

LIB3039-032-Q1-E1-F7 

BLASTN 

gl69974 

206 

1.0e-112 

358 
89 

Glycine max vspA gene, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35159 

LIB3039-032-Q1-E1-G10 

BLASTX 

g2388943 

183 

1.0e-13 
50 
64 

(Z98978) 
len :392a 

hypothetica 1 44 
opt:1664, E() :0, 



SPAC27E2.03c, putative gtp-binding protein, 
a, similar eg. to YBR025C, YBN5_YEAST, P38219, 
2 kd protein, (394aa) , fasta scores, 
(63.7% identity in 391 aa overlap), also 



Seq. No. 35160 

Seq. ID LIB3039-032-Q1-E1-H12 

Method BLASTN 

NCBI GI gl70091 

BLAST score 231 

E value 1.0e-127 

Match length 359 

% identity 91 

NCBI Description Glycine max vegetative storage protein (vspB) gene, 
complete cds 

Seq. No. 35161 

Seq. ID LIB3039-033-Q1-E1-A2 

Method BLASTN 

NCBI GI gl70091 

BLAST score 287 

E value 1.0e-160 

Match length 363 

% identity 95 

NCBI Description Glycine max vegetative storage protein (vspB) gene, 
complete cds 



5320 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35162 

LIB3039-033-Q1-E1-B9 

BLASTN 

gl69899 

69 

2.0e-30 

125 

89 

G.max 31 kDa protein mRNA, 3 f end 
35163 

LIB3039-033-Q1-E1-D11 

BLASTX 

g4185511 

353 

1.0e-33 

85 
79 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35164 

LIB3039-033-Q1-E1-D5 

BLASTN 

gl69974 

43 

2.0e-15 

151 

83 

Glycine max vspA gene, 



complete cds 



35165 

LIB3039-033-Q1-E1-E9 

BLASTN 

g2920665 

198 

1.0e-107 

226 

97 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35166 

LIB3039-033-Q1-E1-F11 

BLASTN 

gl70091 

310 

1.0e-174 

341 

98 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



35167 

LIB3039-034-Q1-E1-E12 

BLASTX 

g!076742 



5321 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



195 

5.0e-15 

44 
80 

cyclin - rice >gi_558621_emb_CAA57555_ (X82035) cyclin 
[Oryza sativa] 

35168 

LIB3039-034-Q1-E1-E5 

BLASTN 

g2529657 

33 

5.0e-09 

33 

100 

Arabidopsis thaliana chromosome II BAC T30B22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

35169 

LIB3039-034-Q1-E1-G7 

BLASTN 

gl70091 

92 

2.0e-44 

220 

85 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35170 

LIB3039-034-Q1-E1-H5 

BLASTN 

gl208679 

59 

1.0e-24 

79 
94 

Glycine arenaria histone 
H3-DARE 



H3 gene, partial cds, clone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



35171 

LIB3039-035-Q1-E1-A7 

BLASTN 

gl69974 

159 

2.0e-84 

239 

92 

Glycine max vspA gene, 
35172 

LIB3039-035-Q1-E1-B4 

BLASTX 

g3341443 

251 

1.0e-21 
86 



complete cds 



5322 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

(AJ223074) acid phosphatase [Glycine max] 
35173 

LIB3039-035-Q1-E1-B6 

BLASTN 

gl69974 

138 

1.0e-71 

310 
87 

Glycine max vspA gene, complete cds 
35174 

LIB3039-035-Q1-E1-F8 

BLASTX 

g3560529 

198 

2.0e-15 

71 
61 

(AF039598) light harvesting chlorophyll A/B binding protein 
[Prunus persica] 

35175 

LIB3039-035-Q1-E1-G7 

BLASTX 

g2500376 

313 

7.0e-29 

100 

63 

60S RIBOSOMAL PROTEIN L34 >gi_4262177_gb_AAD14494_ 
(AC005508) 23552 [Arabidopsis thaliana] 

35176 

LIB3039-036-Q1-E1-B1 

BLASTN 

g2225884 

106 

2.0e-52 

242 
86 

Solanum tuberosum mRNA for eukaryotic initiation factor 
5A5, complete cds 

35177 

LIB3039-036-Q1-E1-C10 

BLASTN 

gl69974 

210 

1.0e-114 

382 
90 

Glycine max vspA gene, complete cds 



Seq. No. 



35178 



5323 



II 



Q/Spr TP) 






BLASTX 


NCBI GI 


g3402683 


BLAST score 


404 


Cj value 




Match length 


11 / 


% identity 


Do 


uescr ip t -LOU 


f Hr^Cif) A £ Q7 \ T > >a"l-a , h"i , n — lilro its y^T- o t n TZir'aV^'i r? OT"k ^ 


beq. iNO . 




Oarr Tn 

Oct| • J-JJ 


T TR303Q-n3fi-f)1 -F1 -Hi D 


L v ifc2 LIUJU. 


XjJ-xrlO J. A. 




rrl 1 7^f)97 


BLAST score 


234 


E value 


8.0e~24 


Mar en lengrn 


QQ 


% identity 


ci 
bl 


NCBI Description 


bub HlhiUbULyiAL fKUihilN lo! >gi yioolo iUzo / 




prorem 101 LLNiconana giunnosaj 


beg. jno . 




c prr th 

JCLJ. lU 


T TR^fRQ— 036-01 —VI — R9 




BLASTX 


NCBI GI 


g586076 


BLAST score 


310 


E value 


2.0e-28 


Match length 


89 


% identity 


65 



NCBI Description 



TUBULIN BETA-1 CHAIN >gi_486734_pir S35142 tubulin beta 

chain - white lupine >gi_402636_emb_CAA4 9736_ (X70184) Beta 
tubulin 1 [Lupinus albus] 



Seq. No. 


35181 


Seq. ID 


LIB3039-037-Q1-E1-A11 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


264 


E value 


1.0e-147 


Match length 


348 


% identity 


94 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35182 


Seq. ID 


LIB3039-037-Q1-E1-C9 


Method 


BLASTN 


NCBI GI 


gl944318 


BLAST score 


78 


E value 


7.0e-36 


Match length 


294 


% identity 


82 


NCBI Description 


Glycine max mRNA for cysteine proteinase 




complete cds 


Seq. No. 


35183 


Seq. ID 


LIB3039-037-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


gl350680 



5324 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 



158 

3.0e-ll 

47 

68 

60S RIBOSOMAL PROTEIN LI 
35184 

LIB3039-037-Q1-E1-D9 

BLASTN 

g499067 

38 

4.0e-12 

90 
86 

G.max gmr2 gene 
35185 

LIB3039-037-Q1-E1-E12 

BLASTN 

gl69974 

283 

1.0e-158 

363 
94 

Glycine max vspA gene, complete cds 
35186 

LIB3039-037-Q1-E1-F9 

BLASTN 

gl69974 

267 

1.0e-148 

359 

94 

Glycine max vspA gene, complete cds 
35187 

LIB3039-037-Q1-E1-G11 

BLASTX 

gl350944 

194 

6.0e-15 

77 

55 

4 OS RIBOSOMAL PROTEIN S17 
35188 

LIB3039-037-Q1-E1-G9 

BLASTN 

gl69974 

102 

2.0e-50 

170 

90 

Glycine max vspA gene, complete cds 
35189 



5325 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3039-038-Q1-E1-B6 

BLASTN 

gl70091 

173 

8.0e-93 

213 

95 

Glycine max vegetative storage protein 
complete cds 



(vspB) genej 



Seq. No. 
Seq. ID 
Method 



35190 

LIB3039-038-Q1-E1-C4 
BLASTN 



NCBI GI 


gl944318 


BLAST score 


41 


E value 


5.0e-14 


Match length 


154 


% identity 


87 


NCBI Description 


Glycine n 




complete 


Qpry Mo 


35191 


Seq. ID 


LIB3039-C 


Method 


BLASTX 


NCBI GI 


g2244866 


BLAST score 


138 


E value 


1.0e-08 


Match length 


49 


% identity 


49 


NCBI Description 


(Z97337) 


Sea. No. 


35192 


Seq. ID 


LIB3039-( 


Method 


BLASTN 


NCBI GI 


g!69974 


BLAST score 


113 


E value 


6.0e-57 


Match length 


161 


% identity 


93 


NCBI Description 


Glycine ] 


Seq. No. 


35193 


Seq. ID 


LIB3039- 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


204 


E value 


l.Oe-111 


Match length 


280 


% identity 


93 


NCBI Description 


Glycine : 


Seq. No. 


35194 


Seq. ID 


LIB3039- 


Method 


BLASTN 


NCBI GI 


g493019 


BLAST score 


124 


E value 


2.0e-63 



for cysteine proteinase inhibitor, 



-E1-C5 



complete cds 



5326 



CI 



Match length 


ion 

loU 


% identity 


92 


NCBI Description 


Glycine max delta-aminolevulinic acid 




mRNA, com.pl ete cds 


Seq. No. 


35195 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2959781 


BLAST score 


548 


E value 


2 . Oe-56 


Match length 


112 


% identity 


89 


NCBI Description 


(AJ223508) Zwille protein [AraDiaopsi, 


Seq. No. 


35196 


Seq. ID 


LIB3U39-U jy-QI-hl-AIZ 


Method 


BLASTN 


NCBI GI 


gll73641 


BLAST score 


66 


E value 


y . ue-z y 


Match length 


129 


% identity 


93 


NCBI Description 


Glycine max lipoxygenase (lox7) itiRNA, 


Seq. No. 


35197 


Seq. ID 


LIB3039-039-Q1-E1-B1 


Method 


BLASTX 


NCBI GI 


g3063396 


BLAST score 


186 


E value 


2 . Oe-14 


Match length 


60 


% identity 


63 


NCBI Description 


(AB012947) vcCyP [Vicia raoaj 


Seq. No. 


35198 


Seq. ID 


LIB303y-0iy-Ql-El-C / 


Method 


BLASTN 


NCBI GI 


g!69974 


BLAST score 


279 


E value 


1 . Oe-156 


Match length 


375 


% identity 


94 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35199 


Seq. ID 


LIB3039-039-Q1-E1-G1Q 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


212 


E value 


4 . Oe-17 


Match lengtn 


oU 


% identity 


54 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 


Seq. No. 


35200 


Seq. ID 


LIB3039-039-Q1-E1-H1 



5327 




Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!351014 

292 

2.0e-26 

83 

70 

40S RIBOSOMAL PROTEIN S8 >gi_968902_dbj_BAA07207_ (D38010) 
ribosomal protein S8 [Oryza sativa] 



Seq. No. 


35201 


Seq. ID 


LIB3039-039-Q1-E1-H3 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


219 


E value 


1.0e-120 


Match length 


350 


% identity 


91 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35202 


Seq. ID 


LIB3039-040-Q1-E1-A3 


Method 


BLASTN 


NCBI GI 


gl70042 


BLAST score 


71 


E value 


1.0e-31 


Match length 


82 


% identity 


96 


NCBI Description 


Glycine max cv Prize protein kinase mRNA 


Seq. No. 


35203 


Seq. ID 


LIB3039-040-Q1-E1-B2 


Method 


BLASTX 


NCBI GI 


g4335763 


BLAST score 


IbU 


E value 


6.0e-ll 


Match length 


63 


% identity 


49 


NCBI Description 


(AC006284) unknown protein [Arabidopsis 


Seq. No. 


35204 


Seq. ID 


LIB3039-040-Q1-E1-C1 


Method 


BLASTN 


NCBI GI 


g!69974 


BLAST score 


83 


E value 


6.0e-39 


Match length 


307 


% identity 


82 


NCBI Description 


Glycine max vspA gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% ' identity 



35205 

LIB3039-040-Q1-E1-C10 

BLASTN 

gl70042 

142 

4.0e-74 

241 

93 



5328 



# 



NCBI Description Glycine max cv Prize protein kinase mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35206 

LIB3039-040-Q1-E1-C5 

BLASTX 

gll69533 

367 

2.0e-35 

90 

84 

ENOLASE ( 2 - PHOS PHOGL YCERATE DEHYDRATASE) 
( 2 - PHOS PHO- D-GL YCERATE HYDRO- LYASE ) 
>gi_515827_emb_CAA56645_ (X80474) enolase 
frontalis] 



[Neocallimastix 



Seq. No. 


35207 


Seq. ID 


LIB3039-040-Q1-E1-G3 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


327 


E value 


1.0e-30 


Match length 


93 


% identity 


69 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 


Seq. No. 


35208 


Seq. ID 


LIB3039-040-Q1-E1-G8 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


35 


E value 


2.0e-10 


Match length 


107 


% identity 


83 


NCBI Description 


G.max tefSl gene for elongation fact 


Seq. No. 


35209 


Seq. ID 


LIB3039-040-Q1-E1-H5 


Method 


BLASTN 


NCBI GI 


gl69897 


BLAST score 


68 


E value 


5.0e-30 


Match length 


180 


% identity 


84 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 


35210 


Seq. ID 


LIB3039-041-Q1-E1-A10 


Method 


BLASTN 


NCBI GI 


g829118 


BLAST score 


44 


E value 


8.0e-16 


Match length 


124 


% identity 


84 


NCBI Description 


P. vulgaris gene for cyclophilin 


Seq. No. 


35211 


Seq. ID 


LIB3039-041-Q1-E1-A3 



5329 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!174621 

164 

8.0e-12 

66 
50 

T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 

(CCT-THETA) >gi_1083259__pir JC4073 TCP-1 containing 

cytosolic chaperonin (CCT) theta chain - mouse 
>gi_695625_emb_CAA85521_ (Z37164) CCTtheta, theta subunit 
of the chaperonin containing TCP-1 (CCT) [Mus musculus] 



Seq. No. 


35212 


Seq. ID 


LIB3039-041-Q1-E1-B1 


Method 


BLASTX 


NCBI GI 


g2335099 


BLAST score 


150 


E value 


3.0e-10 


Match length 


59 


% identity 


56 


NCBI Description 


(AC002339) unknown protein [Arabidops: 


Seq. No. 


35213 


Seq. ID 


LIB3039-041-Q1-E1-D5 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


145 


E value 


4.0e-76 


Match length 


209 


% identity 


92 


NCBI Description 


Glycine max vegetative storage protei: 




complete cds 


Seq. No. 


35214 


Seq. ID 


LIB3039-041-Q1-E1-E1 


Method 


BLASTN 


NCBI GI 


g!69897 


BLAST score 


196 


E value 


1.0e-106 


Match length 


268 


% identity 


93 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 


35215 


Seq. ID 


LIB3039-041-Q1-E1-E10 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


81 


E value 


7.0e-38 


Match length 


228 


% identity 


85 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35216 


Seq. ID 


LIB3039-041-Q1-E1-E12 


Method 


BLASTN 


NCBI GI 


g!66913 



(vspB) gene, 



5330 



BLAST score 37 

E value 1.0e-ll 

Match length 57 

% identity 91 

NCBI Description Arabidopsis thaliana alpha-2 tubulin (TUA2) gene, exon and 
5' end 



Seq. No. 


35217 


Seq. ID 


LIB3039-041-Q1-E1-F2 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


242 


E value 


1.0e-134 


Match length 


302 


% identity 


95 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq- No. 


35218 


Seq. ID 


LIB3039-041-Q1-E1-G11 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


166 


E value 


2.0e-88 


Match length 


265 


% identity 


92 


NCBI Description 


G.max vegetative storage protein mRNA (VSP25 gene) 


Seq. No. 


35219 


Seq. ID 


LIB3039-041-Q1-E1-G5 


Method 


BLASTN 


NCBI GI 


g!69974 


BLAST score 


87 


E value 


2.0e-41 


Match lencrth 


183 


% identity 


87 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35220 v 


Seq. ID 


LIB3039-042-Q1-E1-A11 


Method 


BLASTX 


NCBI GI 


g3687251 


BLAST score 


231 


E value 


1.0e-19 


Match length 


68 


% identity 


65 


NCBI Description 


(AC005169) unknown protein [Arabidopsis thaliana] 


Seq. No. 


35221 


Seq. ID 


LIB3039-042-Q1-E1-A5 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


103 


E value 


7.0e-51 


Match length 


235 


% identity 


48 


NCBI Description 


Glycine max gene for ubiquitin, complete cds 



5331 






Seq. No. 


35222 




Seq. ID 


lib oUoy~u4iz — y — uiu 




Method 


nr 71 C HTK7 

BLASTN 




NCBI GI 


gl69974 




BLAST score 


163 




E value 


1. Oe-86 




Match length 


271 




% identity 


90 




NCBI Description 


Glycine max vspA gene, complete cds 




Seq. No. 


35223 




Seq. ID 


LIBoUiy-iMz-Ql-kl-bll 




Method 


fciliAb IN 




NCBI GI 


g829118 




BLAST score 


92 




E value 


3 . Oe-44 




Match length 


203 




% identity 


90 


*5 


NCBI Description 


P. vulgaris gene for cyclophilin 


L" - 


Seq. No. 


35224 




Seq. ID 


LIB3Uo9-U4z-y±-hl-H4 


_ r; 


Method 


BLASTN 




NCBI GI 


g303900 


Mi 


BLAST -score 


300 


Ip. 


E value 


1. Oe-168 




Match length 


368 




% identity 


31 




NCBI Description 


Soybean gene for ubiquitin, complete 




Seq. No. 


35225 




Seq. ID 


LIB3039-043-Q1-E1-A8 


O 


Method 


BLASTN 




NCBI GI 


gloy 9 /4 




BLAST score 


41 




E value 


6.0e-14 




Match length 


61 




% identity 


92 




NCBI Description 


Glycine max vspA gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35226 

LIB3039-043-Q1-E1-C10 

BLASTX 

gll73187 

170 

4.0e-12 

83 

49 

4 OS RIBOSOMAL PROTEIN 
ribosomal protein S23, 
strawberry >gi_643074 
protein sl2 [Fragaria 



S23 (S12) >gi_1362041_pir S56673 

e, cytosolic (clone RJ3) - garden 
(U19940) putative 40S ribosomal 
x ananassa] 



Seq. No. 35227 

Seq. ID LIB3039-043-Q1-E1-C6 

Method BLASTN 

NCBI GI gl70089 



5332 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



93 

6.0e-45 

221 
86 

G.raax vegetative storage protien mRNA (VSP27 ) , complete cds 
35228 

LIB3039-043-Q1-E1-D1 

BLASTN 

gl69974 

58 

4.0e-24 

214 

82 

Glycine max vspA gene, complete cds 
35229 

LIB3039-043-Q1-E1-D3 

BLASTX 

g2129742 

195 

4.0e-15 

55 
64 

stress-induced protein OZI1 precursor - Arabidopsis 
thaliana >gi_790583 (U20347) mRNA corresponding to this 
gene accumulates in response to ozone stress and pathogen 
(bacterial) infection; putative pathogenesis-related 
protein [Arabidopsis thaliana] >gi_2252869 (AF013294) No 
definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35230 

LIB3039-043-Q1-E1-E1 

BLASTN 

gl69897 

198 

1.0e-107 

262 
94 

G.max 28 kDa protein, 



complete cds 



35231 

LIB3039-043-Q1-E1-E4 

BLASTX 

g81979 

209 

9.0e-17 

85 

51 

chymotrypsin inhibitor (Kunitz) WCI-2 precursor - winged 
bean >gi_248875_bbs__96759 (S96733) Kunitz chymotrypsin 
inhibitor 2, WCI-2 [Psophocarpus tetragonolobus=winged 
beans, DC, Peptide, 207 aa] [Psophocarpus tetragonolobus] 
>gi_4 97 834_dbj_BAA06512_ (D31703) putative Kunitz 
chymotrypsin inhibitor [Psophocarpus tetragonolobus] 



Seq. No. 



35232 



5333 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3039-043-Q1-E1-E5 

BLASTN 

g3341442 

46 

8.0e-17 

129 

89 

Glycine max mRNA for root nodule acid phosphatase 
35233 

LIB3039-043-Q1-E1-F9 

BLASTN 

g303900 

167 

6.0e-89 

307 

30 

Soybean gene for ubiquitin, complete cds 
35234 

LIB3039-043-Q1-E1-G1 

BLASTN 

g!69974 

213 

1.0e-116 

225 
99 

Glycine max vspA gene, complete cds 
35235 

LIB3039-043-Q1-E1-G2 

BLASTX 

g2347088 

227 

6.0e-19 

77 
58 

(U72765) non-specific lipid transfer protein PvLTP- 
[Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



35236 

LIB3039-043-Q1-E1-G3 

BLASTX 

g3341443 

147 

1.0e-09 

51 

53 

(AJ223074) acid phosphatase [Glycine max] 
35237 

LIB3039-043-Q1-E1-G4 

BLASTX 

g3341443 

303 

1.0e-27 
84 



5334 



II 



% identity 


67 


NCBI Description 


acict pnospnarase Haiycme 


Seq. No. 


35238 


Seq. ID 


LIB30iy-U4 J-Ql-El-bo 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


246 


E value 


4 . Oe-21 


Match length 


76 


% identity 


63 


NCBI Description 


(AJ223074) acid phosphatase [Glycine 


Seq. No. 


35239 


Seq. ID 


LIB3039-043-Q1-E1-H3 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


223 


E value 


1 . Oe-122 


Match length 


349 


% identity 


92 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35240 


Seq. ID 


LIB3039-044-Q1-E1-C6 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


199 


E value 


1. Oe-108 


Match length 


363 


% identity 


89 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35241 


Seq. ID 


LIB3039-044-Q1-E1-E11 


Method 


BLASTN 


NCBI GI 


goU jyuu 


BLAST score 


33 


E value 


4.0e-09 


Match length 


53 


% identity 


91 


NCBI Description 


Soybean gene for ubiquitin, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35242 

LIB3039-044-Q1-E1-E7 

BLASTN 

g3982595 

362 

0.0e+00 

385 

99 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



Seq. No. 35243 

Seq. ID LIB3039-045-Q1-E1-A12 

Method BLASTX 

NCBI GI g464621 



5335 




BLAST score 251 
E value 1.0e-21 
Match length 88 
% identity 59 

NCBI Description 60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S28586 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 


35244 


Seq. ID 


LIB3039-045-Q1-E1-A2 


Method 


BLASTX 


NCBI GI 


g4455334 


BLAST score 


185 


E value 


7 . Oe-14 


Match length 


75 


% identity 


48 


NCBI Description 


(AL035525) myosin-like protein [Arabidopsis thaliana] 


Seq* No. 


35245 


Seq. ID 


LIB3039-045-Q1-E1-A3 


Method 


BLASTX 


NCBI GI 


g312179 


BLAST score 


194 


E value 


6.0e-15 


Match length 


70 


% identity 


59 


NCBI Description 


(X73151) glyceraldehyde 3-phosphate dehydrogenase 




( phosphor ylating) [Zea mays] >gi_1184772 (U45855) cytosolic 




glyceroldehyde-3-phosphate dehydrogenase GAPC2 [Zea mays] 




>gi 1185554 (U45858) glyceraldehyde-3-phosphate 




dehydrogenase [Zea mays] 


Seq. No. 


35246 


Seq. ID 


LIB3039-045-Q1-E1-A8 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


41 


E value 


6. Oe-14 


Match length 


61 


% identity 


92 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35247 


Seq. ID 


LIB3039-045-Q1-E1-C3 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


149 


E value 


3.0e-78 


Match length 


224 


% identity 


92 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


35248 


Seq. ID 


LIB3039-045-Q1-E1-E2 


Method 


BLASTN 


NCBI GI 


gl69974 



5336 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



104 

2.0e-51 

152 

93 

Glycine max vspA gene, complete cds 



35249 

LIB3039-045-Q1-E1-F5 

BLASTX 

gl076510 

310 

1.0e-28 

88 
69 

peptidylprolyl isomerase 
>gi_8 2 9 1 1 9_emb_CAA5 2 4 1 4_ 
vulgaris] 



(EC 5.2.1.8) Cyp - kidney bean 
(X74403) cyclophilin [Phaseolus 



35250 

LIB3039-045-Q1-E1-F9 

BLASTX 

g4007792 

172 

3.0e-12 

44 

75 

(AL034463) Xenopus 14s cohesin smcl subunit homolog 
[Schizosaccharomyces pombe] 

35251 

LIB3039-04 6-Q1-E1-A1 

BLASTX 

g3947719 

189 

2.0e-14 

64 

66 

(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi_3947721_emb_CAA10102_ (AJ012654) ribosomal protein S2E 

[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 



35252 

LIB3039-04 6-Q1-E1-A10 

BLASTX 

gl350969 

151 

7.0e-10 

80 

42 

40S RIBOSOMAL PROTEIN S26 (S31) 
(D38011) ribosomal protein S31 



>gi_971284_dbj 
[Oryza sativa] 



BAA07208 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



35253 

LIB3039-04 6-Q1-E1-C12 

BLASTN 

gl69974 



5337 



€1 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

2.0e-39 

116 

93 

Glycine max vspA gene, complete cds 
35254 

LIB3039-04 6-Q1-E1-E10 

BLASTX 

gl69900 

183 

8.0e-14 

82 
50 

(M37529) 31 kDa protein [Glycine max] 
35255 

LIB3039-046-Q1-E1-F12 

BLASTX 

g4544386 

236 

7.0e-20 

91 

58 

(AC007047) putative cell division control protein 
[Arabidopsis thaliana] 



35256 

LIB3039-046-Q1-E1-G3 

BLASTN 

gl70091 

329 

0.0e+00 

385 

96 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



35257 

LIB3039-047-Q1-E1-A2 

BLASTN 

gl69974 

240 

1.0e-132 

392 
91 

Glycine max vspA gene, complete cds 
35258 

LIB3039-047-Q1-E1-B1 

BLASTN 

gl70089 

221 

1.0e-121 

268 

96 

G.max vegetative storage protien mRNA (VSP27), complete cds 



5338 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



35259 

LIB3039-047-Q1-E1-B2 

BLASTN 

g!70091 

307 

1.0e-172 

395 

94 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



35260 

LIB3039-047-Q1-E1-C1 

BLASTN 

gl70087 

180 

1.0e-96 

214 

98 

G.max vegetative storage protein mRNA (VSP25 gene) 
35261 

LIB3039-047-Q1-E1-C5 

BLASTN 

gl69974 

197 

1.0e-107 

345 

90 

Glycine max vspA gene, complete cds 
35262 

LIB3039-047-Q1-E1-D11 

BLASTX 

g4371280 

507 

1.0e-51 

126 

80 

(AC006260) hypothetical protein [Arabidopsis thaliana] 
35263 

LIB3039-047-Q1-E1-F1 

BLASTX 

g3341443 

328 

2.0e-30 

109 
62 

(AJ223074) acid phosphatase [Glycine max] 
35264 

LIB3039-047-Q1-E1-F2 

BLASTN 

gl69974 

179 



5339 



E value 


4 . ue y d 


Match length 


Oil 

ZZ I 


% identity 


Q C 

9o 


NCBI Description 


blyCin.6 IEiaX VSpri ydlfci/ ovJXlLp-LfciUS; i^U-o 


Seq. No. 


ooZbo 


Seq. ID 


T TR^fl ^Q — 0A1— Ol — Fl — FS 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


323 


E value 


o . ue ju 


Match length 


llz 


% identity 


00 


NCBI Description 


\t\iJ ZZ3V f *± } aClU pxiUopild Laoc Lvjj.yoxiic uioaj 


Seq. No. 


o c o c d 
OOZOD 


Seq. ID 




Method 


BLASTN 


NCBI GI 


goolooIU 


BLAST score 


42 


E value 


1.0e-14 


Match length 


o b 


% identity 


O / 


NCBI Description 


Glycine max mKNA xor mitocnonariai pnospridL 




complete cds 


Seq. No. 


35267 


Seq. ID 


T TR^O^ Q— — HI — F1 — RS 
LlDJU J? Uf± / ^-L EjJ- H«J 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


41 


E value 


6.0e-14 


Match length 


237 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



79 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



35268 

LIB3039-048-Q1-E1-A6 

BLASTX 

g!374991 

214 

2.0e-17 

82 

59 

(D83177) furostanol glycoside 26-O-beta-glucosidase 
[Costus speciosus] 



(F26G) 



35269 

LIB3039-048-Q1-E1-B10 

BLASTX 

g2623298 

302 

9.0e-28 

91 

59 

(AC002409) putative 4-alpha-glucanotransf erase [Arabidopsis 



5340 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35270 

LIB3039-048-Q1-E1-B3 

BLASTN 

gl8551 

290 

1.0e-162 

314 

98 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35271 

LIB3039-048-Q1-E1-C1 

BLASTN 

gl69974 

146 

1.0e-76 

213 

92 

Glycine max vspA gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35272 

LIB3039-048-Q1-E1-F11 

BLASTX 

g3913008 

216 

1.0e-17 

73 
64 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35273 

LIB3039-049-Q1-E1-A2 

BLASTN 

g310575 

221 

1.0e-121 

365 

93 

Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



35274 

LIB3039-04 9-Q1-E1-B2 

BLASTN 

gl69974 

267 

1.0e-148 

363 

94 

Glycine max vspA gene, complete cds 
35275 

LIB3039-049-Q1-E1-B4 



5341 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 

g4049341 

292 

2.0e-26 

103 

59 

(AL034567) putative protein [Arabidopsis thaliana] 



35276 

LIB3039-049-Q1-E1-C2 

BLASTX 

g3341443 

361 

2.0e-34 

116 
63 

(AJ223074) acid phosphatase 



[Glycine max] 



35277 

LIB3039-049-Q1-E1-G6 

BLASTX 

gl717755 

135 

1.0e-10 

76 

47 

TROPINONE REDUCTASE HOMOLOG (P29X) >gi_539028_pir C48674 

tropinone reductase homolog - jimsonweed >gi_424158 
(L20475) 29kDa protein; high homology to aa sequence of 
tropinone reductases [Datura stramonium] 

35278 

LIB3039-050-Q1-E1-A1 

BLASTX 

gl36057 

210 

7.0e-17 

84 

51 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 

35279 

LIB3039-050-Q1-E1-B1 

BLASTN 

gl69897 

183 

1.0e-98 

346 
88 

G.max 28 kDa protein, complete cds 
35280 

LIB3039-050-Q1-E1-B11 
BLASTX 



5342 



NCBI GI g3128177 

BLAST score 146 

E value 2.0e~09 

Match length 45 

% identity 69 

NCBI Description (AC004521) unknown protein [Arabidopsis thaliana] 




Seq. No. 


35281 






Seq. ID 


LIB3039-050-Q1-E1-B4 






Method 


BLASTN 






NCBI GI 


gl70087 






BLAST score 


61 






E value 


4.0e-26 






Match length 


93 






% identity 


92 






NCBI Description 


G.max vegetative storage protein mRNA 


Seq. No, 


35282 






Seq. ID 


LIB3039-050-Q1-E1-B6 






Method 


BLASTN 






NCBI GI 


gl69974 






BLAST score 


268 






E value 


1.0e-149 






Match length 


380 






% identity 


93 


complete 


cds 


NCBI Description 


Glycine max vspA gene , 


Seq. No. 


35283 






Seq. ID 


LIB3039-050-Q1-E1-D4 






Method 


BLASTN 






NCBI GI 


gl69974 






BLAST score 


248 






E value 


1.0e-137 






Match length 


264 






% identity 


98 






NCBI Description 


Glycine max vspA gene, 


complete 


cds 


Seq. No. 


35284 






Seq. ID 


LIB3039-050-Q1-E1-F2 






Method 


BLASTN 






NCBI GI 


gl69974 






BLAST score 


281 






E value 


1.0e-157 






Match length 


391 






% identity 


94 


complete 


cds 


NCBI Description 


Glycine max vspA gene, 


Seq. No. 


35285 






Seq. ID 


LIB3039-050-Q1-E1-G1 






Method 


BLASTN 






NCBI GI 


gl69897 






BLAST score 


35 






E value 


2.0e-10 






Match length 


179 






% identity 


81 




cds 


NCBI Description 


G.max 28 kDa protein, 


complete 



5343 



Seq. No. 


35286 


Seq. ID 




Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


195 


E value 


1.0e-106 


Match length 


223 


% identity 


97 


NCBI Description 


Glycine max vegetative storage protein (vspB) 




complete cds 


Seq. No. 


35287 


Seq. ID 


LIB3Uoy-UDi-yi _ kl -Do 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


232 


E value 


1 . Oe-127 


Match length 


336 


% identity 


92 


NCBI Description 


Glycine max vspA gene 7 compjLeue out> 


Seq. No. 


35288 


Seq. ID 


t Tnl f\ f\ C "1 Oil 77 1 TP Q 

LIB303 9-051-Ql-El-i o 


Method 


BLASTX 


NCBI GI 


g3292830 


BLAST score 


139 


E value 


1.0e-10 


Match length 


75 


% identity 


43 


NCBI Description 


(AL031018) putative protein [Arabidopsis thai 


Seq. No. 


35289 


Seq. ID 


LIB3039-051-Q1-E1-G2 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


323 


E value 


4 . Oe-30 


Match length 


97 


% identity 


64 


NCBI Description 


(AJ223U/4) acid pnospnarase Lbxycine maxj 


Seq. No. 


35290 


Seq. ID 


LIB3039-052-Q1-E1-AO 


Method 


BLASTN 


NCBI GI 


gl8551 


BLAST score 


77 


E value 


2.0e-35 


Match length 


201 


% identity 


85 


NCBI Description 


Soybean Cab3 gene for PSII LHCII chlorophyll 




protein 


Seq. No. 


35291 


Seq. ID 


LIB3039-052-Q1-E1-B3 


Method 


BLASTX 


NCBI GI 


g2832657 


BLAST score 


212 



5344 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-17 

95 
17 

(AL021710) putative protein [Arabidopsis thaliana] 



35292 

LIB3039-052-Q1-E1-C2 

BLASTN 

gl69974 

63 

4.0e-27 

218 
83 

Glycine max vspA gene, 



complete cds 



35293 

LIB3039-052-Q1-E1-C3 

BLASTN 

gl70091 

211 

1.0e-115 

327 
91 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

35294 

LIB3039-052-Q1-E1-C4 

BLASTN 

g!70087 

221 

1.0e-121 

329 

93 

G.max vegetative storage protein mRNA (VSP25 gene) 
35295 

LIB3039-052-Q1-E1-D8 

BLASTX 

gl31399 

172 

2.0e-12 

81 

48 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (LIGHT INDUCIBLE 

TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450_ (X04753) ST-LS1 protein [Solanum 
tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



35296 

LIB3039-052-Q1-E1-E2 

BLASTN 

g!8551 

234 

1.0e-129 
317 



5345 



% identity 95 

NCBI Description Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35297 

LIB3039-052-Q1-E1-E4 

BLASTX 

gl709449 

183 

1.0e-13 

86 

49 

PYRUVATE DEHYDROGENASE El COMPONENT, ALPHA SUBUNIT 
PRECURSOR (PDHE1-A) >gi_1263302 (U51918) pyruvate 
dehydrogenase El alpha subunit [Pisum sativum] 

35298 

LIB3039-052-Q1-E1-H12 

BLASTN 

gl70091 

108 

7.0e-54 

112 

99 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



35299 

LIB3039-053-Q1-E1-A9 

BLASTX 

g2462834 

207 

2.0e-16 

95 
42 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
35300 

LIB3039-053-Q1-E1-B12 

BLASTX 

g3183247 

237 

4.0e-20 

84 

51 

PUTATIVE GTP-BINDING PROTEIN W08E3.3 
>giJ3880615_emb_CAB07131_ (Z92773) predicted using 
Genefinder; Similarity to Yeast hypothetical 44.2 KD 
protein, putative GTP-binding protein (SW:P38219); cDNA EST 
EMBL:D64516 comes from this gene; cDNA EST EMBL:D65777 
comes from this gene; cDNA EST EMB 

35301 

LIB3039-053-Q1-E1-F9 

BLASTN 

gl70091 

163 



5346 



E value 


1.0e-86 


Match length 


275 


% identity 


90 


NCBI Description 


Glycine max vegetative storage protein (vspB) gene, 




complete cds 


Seq. No. 


O C *"5 f\ O 

35302 


Seq. ID 


T TDOAOfl HCQ iO 1 nl _P1 1 

LiBou jy-uoo-yi-ki-bii 


Method 


BLASTN 


NCBI GI 


g343483 


BLAST score 


71 


E value 


1.0e-31 


Match length 


174 


% identity 


89 


NCBI Description 


Tobacco chloroplast ATPase subunits I and III gene. 




compxete cas, ana Hirase suDunit aipna, o enu 


Seq. No. 


35303 


Seq. ID 


TTmA*5Q ART-HI -TT1 -U1 1 


Method 


tit 7\ o rnv 

BLASTX 


NCBI GI 


g3341443 


BLAST score 


294 


E value 


1 . Oe-26 


Match length 


98 


% identity 


62 


NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 


Seq. No. 


35304 


Seq. ID 


LIB3039-054-Q1-E1-A5 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


278 


E value 


1.0e-155 


Match length 


366 


% identity 


94 


NCBI Description 


Glycine max vegetative storage protein (vspB) gene 




complete cds 


Seq. No. 


35305 


Seq. ID 


LIBiui9-Uo4-Ql-El-Blz 


Method 


BLASTX 


NCBI GI 


g3128206 


BLAST score 


578 


E value 


7 . 0e-60 


Match length 


129 


% identity 


81 


NCBI Description 


(AC004077) unknown protein [Arabidopsis thaliana] 


Seq. No. 


35306 


Seq. ID 


LIB3 039-0 54 -Q1-E1-H12 


Method 


BLASTX 


NCBI GI 


g3075399 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


93 


% identity 


43 



NCBI Description (AC004484) SF16-like protein [Arabidopsis thaliana] 



5347 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35307 

LIB3040-001-Q1-E1-B7 

BLASTN 

g!055367 

228 

1.0e-125 

311 

93 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35308 

LIB3040-001-Q1-E1-C12 

BLASTX 

g266945 

251 

1.0e-21 

85 
62 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065j?ir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA46273_ (X65155) GA [Pisum sativum] 
>gi_1279645__emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 


35309 


Seq. ID 


LIB3040-001-Q1-E1-H1 


Method 


BLASTN 


NCBI GI 


g303900 


BLAST score 


59 


E value 


6.0e-25 


Match length 


134 


% identity 


33 


NCBI Description 


Soybean gene for ubiquitin, complete < 


Seq. No. 


35310 


Seq. ID 


LIB3040-002-Q1-E1-A5 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


189 


E value 


1.0e-102 


Match length 


285 


% identity 


92 


NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


35311 


Seq. ID 


LIB3040-002-Q1-E1-D4 


Method 


BLASTX 


NCBI GI 


g2760844 


BLAST score 


258 


E value 


2.0e-22 


Match length 


82 


% identity 


63 


NCBI Description 


(AC003105) hypothetical protein [Arab 


Seq. No. 


35312 



5348 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3040-002-Q1-E1-H10 

BLASTN 

g3821780 

36 

6-0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
35313 

LIB3040-003-Q1-E1-B5 

BLASTX 

g2129726 

178 

4.0e-13 

64 
59 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi_514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 

35314 

LIB3040-003-Q1-E1-D2 

BLASTN 

g2290120 

33 

4.0e-09 

69 

87 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

35315 

LIB3040-003-Q1-E1-E2 

BLASTX 

g3355468 

145 

1.0e-09 

55 
60 

(AC004218) putative ribosomal protein L35 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35316 

LIB3040-003-Q1-E1-E6 

BLASTN 

g2815245 

37 

2.0e-ll 

237 

79 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone: 



Seq. No. 



35317 



5349 



Seq. ID LIB3040-003-Q1-E1-G12 

Method BLASTN 

NCBI GI g2565339 

BLAST score 82 

E value 3.0e-38 

Match length 146 

% identity 89 ^ ^ 

NCBI Description Lupinus luteus ribosomal protein S14 (rpsl4) mRNA, complete 
cds 



Seq. No. 35318 

Seq. ID LIB3040-004-Q1-E1-B6 

Method BLASTX 

NCBI GI g3935183 

BLAST score 408 

E value 4.0e-40 

Match length 104 

% identity 81 t 
NCBI Description (AC004557) F17L21.26 [Arabidopsis thaliana] 

Seq. No. 35319 

Seq. ID LIB3040-004-Q1-E1-G9 

Method BLASTX 

NCBI GI g2947063 

BLAST score 186 

E value 6.0e-14 

Match length 129 

% identity 35 

NCBI Description (AC002521) putative Ser/Thr protein kinase [Arabidops: 
thaliana] 

Seq. No. 35320 

Seq. ID LIB3040-004-Q1-E1-H11 

Method BLASTX 

NCBI GI g663070 

BLAST score 257 

E value 2.0e-22 

Match length 7 9 

% identity 70 

NCBI Description (X77806) histone H4 [Pyrenomonas salina] 
35321 

LIB3040-005-Q1-E1-A7 
BLASTX 
g3851636 
170 

2.0e-12 

49 
61 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 



35322 

LIB3040-005-Q1-E1-C10 

BLASTN 

gl8551 

269 



5350 





E value 


1.0e-150 




Match length 


o o c 

395 




% identity 


92 




NCBI Description 


Soybean Cab3 gene for PSII LHOII cnloropnyii a/o oxnamg 






protein 




Seq. No. 


35323 




Seq. ID 


LIB304u-005-Ql-El-Dy 




Method 


BLASTN 




NCBI GI 


gl70071 




BLAST score 


63 




E value 


5 . Oe-27 




Match length 


203 




% identity 


83 




NCBI Description 


Soybean calmodulin (boaM-z) itikjna, coitipxeue cas 




Seq. No. 


35324 




Seq. ID 


LIB3040-005-Q1-E1-F11 




Method 


BLASTN 




NCBI GI 


gl806284 




BLAST score 


52 




E value 


A A — . A A 

2 . Oe-20 




Match length 


184 


w 


% identity 


82 


:L_Jr„ 


NCBI Description 


S.rostrata mRNA coding for histone H4 homologue 




Seq. No. 


35325 




Seq. ID 


LIB3040-005-Q1-E1-H11 


\7 


Method 


BLASTN 




NCBI GI 


g2130559 




BLAST score 


145 




E value 


8.0e-76 




Match length 


265 




% identity 


89 




NCBI Description 


Glycine max elongation factor-1 alpha (TefSl) gene, part 






cds 




Seq. No. 


35326 




Seq. ID 


LIB3040-006-Q1-E1-B9 




Method 


BLASTX 




NCBI GI 


g3158476 




BLAST score 


362 




E value 


1 . Oe-34 




Match length 


99 




% identity 


77 




NCBI Description 


(AF067185) aquaporin 2 [Samanea saman] 




Seq. No. 


35327 




Seq. ID 


LIB304 0-006-Q1-E1-D10 




Method 


BLASTN 




NCBI GI 


g2687430 




BLAST score 


43 




E value 


2.0e-15 




Match length 


55 




% identity 


95 




NCBI Description 


Acorus gramineus large subunit 26S ribosomal RNA gene, 



partial sequence 



5351 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35328 

LIB3040-006-Q1-E1-D4 

BLASTN 

gl8747 

251 

1.0e-139 

336 

95 

G.max mRNA for a protein similar to potato tuber protein 
p322 homolgous to Bowman-Birk Proteinase Inhibitor 

35329 

LIB3040-006-Q1-E1-E5 

BLASTX 

g267069 

336 

2.0e-31 

79 

80 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183j?ir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35330 

LIB3040-006-Q1-E1-F5 

BLASTN 

gl336081 

178 

2.0e-95 

334 
89 

Glycine max var. Century ascorbate peroxidase 2 
mRNA, complete cds 



(APx2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35331 

LIB3040-006-Q1-E1-H4 

BLASTX 

g567893 

156 

1.0e-10 

64 

52 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35332 

LIB3040-006-Q1-E1-H8 

BLASTN 

gl370202 

122 

4.0e-62 

314 

85 

L.japonicus mRNA for small GTP-binding protein, RAN1A 



5352 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35333 

LIB3040-007-Q1-E1-E4 

BLASTX 

g266945 

195 

7.0e-16 

68 

72 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA46273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 


35334 


Seq. ID 


LIB3040-007-Q1-E1-G3 


Method 


BLAST N 


NCBI GI 


gl053044 


BLAST score 


34 


E value 


6.0e-10 


Match length 


46 


% identity 


93 


NCBI Description 


Glycine max histone H3 gene, partial cds, clone SI 


Seq. No. 


35335 


Seq. ID 


LIB3040-007-Q1-E1-G7 


Method 


BLASTN 


NCBI GI 


g2606080 


BLAST score 


42 


E value 


9.0e-15 


Match length 


103 


% identity 


92 


NCBI Description 


Glycine max sucrose synthase (SS) mRNA, complete cds 


Seq. No. 


35336 


Seq. ID 


LIB3040-008-Q1-E1-C2 


Method 


BLASTN 


NCBI GI 


g4103476 


BLAST score 


34 


E value 


5.0e-10 


Match length 


42 


% identity 


95 


NCBI Description 


Glycine tomentella small subunit ribosomal RNA gene, 



partial sequence; internal transcribed spacer 1, 5.8S 
ribosomal RNA gene and internal transcribed spacer 2, 
complete sequence; and large subunit ribosomal RNA gene, 



pa 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35337 

LIB3040-008-Q1-E1-D4 

BLASTN 

gl575730 

88 

9.0e-42 

287 

86 

Glycine max 14-3-3 related protein SGF14D mRNA, complete 
cds 



5353 



Seq. No. 35338 

Seq. ID LIB3040-008-Q1-E1-F11 

Method BLASTX 

NCBI GI g3024020 

BLAST score 439 

E value 1.0e-43 

Match length 96 

% identity 86 

NCBI Description INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj__BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 

35339 

LIB3040-009-Q1-E1-B12 
BLASTN 
g256428 
105 

2.0e-52 
159 
92 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 

Seq. No. 35340 

Seq. ID LIB3040-009-Q1-E1-E12 

Method BLASTN 

NCBI GI gl70053 

BLAST score 178 

E value 1.0e-95 

Match length 202 

% identity 97 

NCBI Description Soybean ribosomal protein Sll mRNA, 3 T end 

Seq. No. 35341 

Seq. ID LIB3040-009-Q1-E1-E2 

Method BLASTX 

NCBI GI g3202042 

BLAST score 119 

E value 8.0e-15 

Match length 63 

% identity 60 

NCBI Description (AF069324) 26S proteasome regulatory subunit S5A 
[Mesembryanthemum crystallinum] 

35342 

LIB3040-009-Q1-E1-E8 
BLASTX 
gl22087 
344 

2.0e-32 
95 
77 

HISTONE H3 >gi_81849_pir S04520 histone H3 (clone pH3c-l) 

- alfalfa >gi_82609_pir A26014 histone H3 - wheat 

>gi 19607 emb_CAA31964_ (X13673) histone H3 (AA 1-136) 
[Medicago sativa] >gi_19609_emb_CAA31965_ (X13674) histone 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5354 




H3 (AA 1-136) [Medicago sativa] >gi_21797_emb_CAA25451_ 
(X00937) H3 histone [Triticum aestivum] >gi_488565 (U09459) 
histone H3 . 1 [Medicago sativa] >gi_2565419 (AF026803) 
histone H3 [Onobrychis viciifolia] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35343 

LIB3040-009-Q1-E1-H4 

BLASTN 

gl695691 

84 

2.0e-39 

200 

85 

Pisum sativum mRNA for diminuto, complete cds 
35344 

LIB3040-010-Q1-E1-A8 

BLASTN 

g303900 

192 

1.0e-104 

307 

31 

Soybean gene for ubiquitin, complete cds 
35345 " 

LIB3040-010-Q1-E1-B10 

BLASTX 

g2407800 

127 

9.0e-09 

56 

68 

(Y12575) histone H2A.F/2 [Arabidopsis thaliana] 
35346 

LIB3040-010-Q1-E1-B11 

BLASTX 

g464981 

393 

3.0e-38 

87 

85 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 

35347 

LIB3040-010-Q1-E1-C10 

BLASTN 

gl2245 

41 

6.0e-14 

73 
89 

Spinach chloroplast DNA inversion containing ORF 



5355 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35348 

LIB3040-010-Q1-E1-C3 

BLASTN 

gl8590 

63 

2.0e-27 

99 
91 

G.max GH3 gene for auxin-regulated protein 
35349 

LIB3040-010-Q1-E1-E10 

BLASTN 

g531832 

42 

1.0e-14 

70 
90 

Cloning vector pSport2, complete sequence 
35350 

LIB3040-010-Q1-E1-H12 

BLASTX 

g2507281 

199 

6.0e-16 

56 
70 

GTP-BINDING NUCLEAR PROTEIN RAN- 2 >gi_1668706_emb_CAA6604i 
(X97380) atran2 [Arabidopsis thaliana] 



Seq. No. 


35351 






Seq. ID 


LIB3040-010- 


Ql- 


-E1-H3 


Method 


BLASTX 






NCBI GI 


g2119279 






BLAST score 


271 






E value 


3.0e-24 






Match length 


87 






% identity 


57 






NCBI Description 


tubulin beta- 2 


chain - rice 


Seq. No. 


35352 






Seq. ID 


LIB3040-011- 


-Ql- 


-E1-F12 


Method 


BLASTN 






NCBI GI 


g310575 






BLAST score 


206 






E value 


1.0e-112 






Match length 


324 






% identity 


93 






NCBI Description 


Glycine max 


nodulin-26 mRNA 


Seq. No. 


35353 






Seq. ID 


LIB3040-011- 


-Ql 


-E1-H8 


Method 


BLASTN 






NCBI GI 


gl399379 






BLAST score 


84 






E value 


1.0e-39 







5356 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



104 
95 

Glycine max S-adenosyl-L-methionine : delta24-sterol-C- 
methyltransferase mRNA, complete cds 

35354 

LIB3040-012-Q1-E1-A3 

BLASTN 

gl8551 

366 

0.0e+00 

396 

98 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

35355 

LIB3040-012-Q1-E1-E3 

BLASTN 

gl8551 

94 

1.0e-45 

174 

89 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

35356 

LIB3040-012-Q1-E1-G6 

BLASTX 

g82114 

169 

5.0e-12 

78 

46 

wound-induced protein - tomato (fragment) 
>giJL9320_emb_CAA42537_ (X59882) wound induced protein 
[Lycopersicon esculentum] 

35357 

LIB3040-012-Q1-E1-H3 

BLASTX 

gll73187 

281 

1.0e-26 

92 
71 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041jpir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

35358 

LIB3040-013-Q1-E1-C7 

BLASTN 

g531832 

38 



5357 



# 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-12 

86 

86 

Cloning vector pSport2, complete sequence 
35359 

LIB3040-013-Q1-E1-C8 

BLASTX 

g730645 

166 

9.0e-12 

51 

65 

40S RIBOSOMAL PROTEIN S15 >gi_629556_pir S43412 ribosomal 

protein S15 - Arabidopsis thaliana >gi_313152_emb_CAA8067 9__ 
(Z23161) ribosomal protein S15 [Arabidopsis thaliana] 
>gi 313188 emb CAA80681_ (Z23162) ribosomal protein S15 
[Arabidopsis thaliana] >gi_1903366_gb_AAB7044 9_ (AC000104) 
Strong similarity to Oryza 40S ribosomal protein S15. ESTs 
gb_R29788, gb_ATTS0365 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35360 

LIB3040-014-Q1-E1-B12 

BLASTX 

g3560529 

184 

7.0e-14 

84 

49 

(AF039598) light harvesting chlorophyll A/B binding protein 
[Prunus persica] 

35361 

LIB3040-014-Q1-E1-E11 

BLASTN 

g4490324 

46 

8.0e-17 

66 

92 

Arabidopsis thaliana DNA chromosome 4, BAC clone T9A14 
(ESSA project) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



35362 

LIB3040-015-Q1-E1-B3 

BLASTN 

g!8551 

253 

1.0e-140 

348 

94 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

35363 

LIB3040-015-Q1-E1-F1 



5358 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g310575 

144 

2.0e-75 

264 

92 

Glycine max nodulin-26 mRNA, complete cds 
35364 

LIB3040-016-Q1-E1-A4 

BLASTX 

g309673 

242 

1.0e-20 

71 

79 

(L19651) light harvesting protein [Pisum sativum] 



35365 

LIB3040-017-Q1-E1-C5 

BLASTX 

g2558962 

197 

3.0e-15 

89 

54 

(AF025667) histone H2B1 



[Gossypium hirsutum] 



35366 

LIB3040-017-Q1-E1-G12 

BLASTN 

gl8644 

166 

2.0e-88 

278 

90 

Soybean mRNA for HMG-1 



like protein 



35367 

LIB3040-017-Q1-E1-G7 

BLASTX 

g3687251 

195 

3.0e-15 

84 

50 

(AC005169) unknown protein [Arabidopsis thaliana] 
35368 

LIB3040-018-Q1-E1-A6 

BLASTN 

gl8551 

174 

3.0e-93 

274 
92 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 



5359 



protein 



Seq. No. 


35369 


Seq, ID 


LIB3040-018-Q1-E1-H2 


Method 


BLASTX 


NCBI GI 


g3176098 


BLAST score 


243 


E value 


1.0e-20 


Match length 


99 


% identity 


48 


NCBI Description 


(Y15036) annexin [Medicago truncatula] 


Seq. No. 


35370 


Seq. ID 


LIB3040-018-Q1-E1-H7 


Method 


BLASTX 


NCBI GI 


gl362009 


BLAST score 


433 


E value 


5.0e-43 


Match length 


105 


% identity 


49 


NCBI Description 


ubiquitin-like protein 7 - Arabidopsis 


Seq. No. 


35371 


Seq. ID 


LIB3040-019-Q1-E1-D5 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


158 


E value 


1.0e-83 


Match length 


262 


% identity 


92 


NCBI Description 


Glycine max nodulin-26 mRNA, complete 


Seq. No. 


35372 


Seq. ID 


LIB3040-019-Q1-E1-G4 


Method 


BLASTN 


NCBI GI 


gll574 


BLAST score 


57 


E value 


2.0e-23 


Match length 


125 


% identity 


86 


NCBI Description 


Soybean chloroplast elongator tRNA-Met 


Seq. No. 


35373 


Seq. ID 


LIB3040-019-Q1-E1-G6 


Method 


BLASTN 


NCBI GI 


g!143321 


BLAST score 


49 


E value 


7.0e-19 


Match length 


143 


% identity 


89 


NCBI Description 


Glycine max alfa-carboxyltransf erase { 




mRNA, complete cds 


Seq. No. 


35374 


Seq. ID 


LIB3040-019-Q1-E1-H3 


Method 


BLASTN 


NCBI GI 


gl70073 



5360 



BLAST score 


60 


E value 


3 . Oe-25 


Match length 


118 


% identity 


89 


NCBI Description 


bOyDean CaXIuOQUXin ^c^aL w l JJ l[Lr\.iN.rt. f ^uiufcj.Le:ut; *-uo 


Seq. No. 


35375 


Seq. ID 


LIB-5U4U-UzU-yi _ liil-"^4 


Method 


BLASTX 


NCBI GI 


gl848210 


BLAST score 


169 


E value 


6 . Oe-12 


Match length 


64 


% identity 


59 


NCBI Description 


(YllzUoj nistone nzbi [wicouiana uaDacuxuj 


Seq. No. 


3537b 


Seq* ID 


L±.boU4 u u/. u yi M Uj 


Method 


BLAST N 


NCBI GI 


g2852444 


BLAST score 


46 


E value 


9 . Oe-17 


Match length 


130 


% identity 


84 


NCBI Description 


Salix DaKKo itiKNA xor oun noirioj-og f coinp±eL« ous 


Seq. No. 


35377 


Seq. ID 


LIB304 0-02Q-Q1-E1-F 3 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


158 


E value 


1. 0e-83 


Match length 


301 


% identity 


90 


NCBI Description 


"T ^_ • ^ _ _3 _ _ T ' — L O "KT 7\ /-i Arrive I y"v 4"~ /"t fH C* 

Glycine max noaulxn-zb mRiNA, complete cas 


Seq. No. 


35378 


Seq. ID 


LIB3U4 U-Uzl— 


Method 


BLASTX 


NCBI GI 


gz d / u by 


BLAST score 


247 


E value 


4.0e-21 


Match length 


67 


% identity 


72 


NCBI Description 


TUBULIN ALPHA-2/ALPHA-4 CHAIN >gi 320183_pir JQ15! 



tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



35379 

LIB3040-021-Q1-E1-C10 

BLASTX 

g3738259 

289 

5.0e-26 

103 

58 



5361 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AB018411) cytosolic phosphoglycerate kinase 1 [Populus 
nigra] 

35380 

LIB3040-021-Q1-E1-F12 

BLASTX 

g3851636 

196 

3.0e-15 

74 
55 

(AF098519) unknown [Avicennia marina] >gi_4128206 
(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



35381 

LIB3040-021-Q1-E1-F9 

BLASTX 

g3132470 

161 

3.0e-ll 

87 

49 

(AC003096) unknown protein [Arabidopsis thaliana] 
35382 

LIB3040-021-Q1-E1-G11 

BLASTN 

gl70053 

190 

1.0e-103 

318 

90 

Soybean ribosomal protein Sll mRNA, 3' end 
35383 

LIB3040-022-Q1-E1-D6 

BLASTN 

g414831 

127 

2.0e-65 

163 

94 

Glycine max (Rablp) mRNA, complete cds 
35384 

LIB3040-022-Q1-E1-E2 

BLASTX 

g3687251 

355 

1.0e-33 

132 
55 

(AC005169) unknown protein [Arabidopsis thaliana] 
35385 

LIB3040-022-Q1-E1-F9 
BLASTN 



5362 



NCBI GI 


g310575 


BLAST score 


50 


E value 


2 . Oe-ly 


Match length 


129 


% identity 


88 


NCBI Description 


Glycine max nodulin-26 mRNA, complete cds 


Seq. No. 


35386 


Seq. ID 


t tdo r\ a a mo ni in c i 
LlBoU4U _ UZz-yi-rjl-bl 


Method 


BLAbiN 


NCBI GI 


g2924257 


BLAST score 


112 


E value 


2 . Oe-56 


Match length 


147 


% identity 




NCBI Description 


Tobacco chloroplast genome DNA 


Seq. No. 


35387 


Seq. ID 




Method 


BLASTN 


NCBI GI 


— c Am /~ o 

gouy /oo 


BLAST score 


69 


E value 


2.0e-30 


Match length 


185 


% identity 


85 


NCBI Description 


Glycine max seed-specific low molecular weight 




protein 


Seq. No. 


35388 


Seq. ID 


L1BJU4U — Uzo _ yi-iljl~/iO 


Method 


BLASTN 


NCBI GI 


g2995845 


BLAST score 


42 


E value 


1.0e-14 


Match length 


58 



% identity 

NCBI Description 



93 

Trifolium uniflorum 18S ribosomal RNA gene, partial 
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; 
and 26S ribosomal RNA gene, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



35389 

LIB3040-023-Q1-E1-G12 

BLASTX 

g4206306 

217 

9.0e-18 

98 

42 

(AF049110) prpol [Zea mays] 
35390 

LIB3040-024-Q1-E1-C5 

BLASTX 

g730536 

181 

7.0e-14 



5363 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



44 
84 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 60S ribosomal 
protein subunit L17 [Nicotiana tabacum] 

35391 

LIB3040-024-Q1-E1-G12 

BLASTN 

g2290120 

'33 

1.0e-09 

57 
89 

HIV-1 strain M02 from USA, envelope glycoprotein (env) 
gene, partial cds 

35392 

LIB3040-025-Q1-E1-A8 

BLASTX 

gll73198 

174 

8.0e-13 

52 
67 

40S RIBOSOMAL PROTEIN S13 >gi_480095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 

35393 

LIB3040-025-Q1-E1-C5 

BLASTN 

gl70053 

98 

7.0e-48 

158 

91 

Soybean ribosomal protein Sll mRNA, 3' end 
35394 

LIB3040-025-Q1-E1-C6 

BLASTX 

g!173198 

165 

2.0e~15 

64 

78 

40S RIBOSOMAL PROTEIN S13 >gi_480095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_emb_CAA80974__ 
(Z25509) ribosomal protein S13 [Pisum sativum] 

35395 

LIB3040-025-Q1-E1-D7 

BLASTN 

g310575 

65 

3.0e-28 
214 



5364 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



92 

Glycine max nodulin-26 mRNA, complete cds 
35396 

LIB3040-025-Q1-E1-D9 

BLASTX 

g2244833 

169 

5.0e-12 

111 
35 

(Z97337) centromere protein homolog [Arabidopsis thaliana] 
35397 

LIB3040-025-Q1-E1-E11 

BLASTX 

g3687243 

256 

3.0e-22 

67 

76 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35398 

LIB3040-025-Q1-E1-F4 

BLASTN 

g531531 

53 

5.0e-21 

154 
94 

P. sativum mitochondrion genes rpslO, 



trnF and trnP gene 



35399 

LIB3040-025-Q1-E1-G12 

BLASTX 

g2529665 

235 

6.0e-20 

65 

68 

(AC002535) putative ribosomal protein L7A [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35400 

LIB3040-025-Q1-E1-G6 

BLASTX 

gll73187 

224 

1.0e-18 

83 

59 

40S RIBOSOMAL PROTEIN 
ribosomal protein S23« 
strawberry >gi_643074 
protein s!2 [Fragaria 



S23 (S12) >gi_1362041j?ir S56673 

e, cytosolic (clone RJ3) - garden 
(U19940) putative 40S ribosomal 
x ananassa] 



5365 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



35401 

LIB3040-025-Q1-E1-H11 

BLASTX 

g3176098 

167 

2.0e-14 

82 

54 

(Y15036) annexin [Medicago truncatula] 
35402 

LIB304 0-026-Q1-E1-A1 

BLASTN 

g531828 

35 

2.0e-10 

75 

87 

Cloning vector pSportl, complete cds 
35403 

LIB3040-027-Q1-E1-A12 

BLASTN 

g310575 

48 

3.0e-18 

155 
87 

Glycine max nodulin-2 6 mRNA, complete cds 
35404 

LIB3040-027-Q1-E1-C4 

BLASTX 

gl813329 

227 

7.0e-19 

70 

66 

(AB000637) HMG-1 [Canavalia gladiata] 
35405 

LIB3040-027-Q1-E1-D11 

BLASTN 

g303900 

170 

9.0e-91 

350 
33 

Soybean gene for ubiquitin, complete cds 
35406 

LIB3040-027-Q1-E1-F2 

BLASTN 

g2654093 

99 

1.0e-48 



5366 



Match length 

% identity 

NCBI Description 



207 
87 

Glycine max aspartate aminotransferase glyoxysomal isozyme 
AAT1 precursor and aspartate aminotransferase cytosolic 
isozyme AAT2 (AAT) mRNA, complete cds 



Seq. No. 


35407 


Seq. ID 


LIB3040-028-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


gl813329 


BLAST score 


217 


E value 


1.0e-17 


Match length 


73 


% identity 


oi 


NCBI Description 


(AB000637) HMG-1 [Canavalia gladiata] 


Seq. No. 


35408 


Seq. ID 


LIB3040-028-Q1-E1-B8 


Method 


BLASTN 


NCBI GI 


g303900 


BLAST score 


261 


E value 


1.0e-145 


Match length 


350 


% identity 


31 


NCBI Description 


Soybean gene for ubiquitin, complete cds 


Seq. No. 


35409 


Seq. ID 


LIB3040-028-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g548900 


BLAST score 


147 


E value 


1.0e-09 


Match length 


70 


% identity 


49 


NCBI Description 


SUCROSE-BINDING PROTEIN PRECURSOR (SBP) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



>gi_322691_pir JQ1730 62K sucrose-binding protein 

precursor - soybean >gi_170064 (L06038) glucose binding 
protein [Glycine max] 

35410 

LIB3040-028-Q1-E1-C4 

BLASTN 

g310575 

44 

9.0e-16 

124 

84 

Glycine max nodulin-26 mRNA, complete cds 
35411 

LIB3040-029-Q1-E1-D10 

BLASTN 

gl8551 

49 

9.0e-19 

65 

94 



5367 



NCBI Description 



Soybean Cab3 gene for PSII LHCII chlorophyll *a/b binding 
protein 





Seq. No. 


35412 




Seq. ID 


LIB3040-029-Q1-E1-F6 




Method 


BLASTN 




NCBI GI 


g473604 




BLAST score 


46 




E value 


4 . Oe-17 




Match length 


89 




% identity 


94 




NCBI Description 


Zea mays W-22 histone H2B mRNA, complete 




Seq. No. 


35413 




Seq. ID 


LIB3040-029-Q1-E1-G8 




Method 


BLASTN 




NCBI GI 


g3982595 




BLAST score 


94 




E value 


1 . Oe-45 


"™ 


Match length 


243 


-Lb. 


% identity 


85 




NCBI Description 


Glycine max cationic peroxidase 2 (Prx2) 




beq. jmo . 


"3 c; a 1 A 




Seq. ID 


LIB3040-029-Q1-E1-H9 




Method 


BLASTN 




NCBI GI 


g506628 




BLAST score 


121 




E value 


6.0e-62 




Match length 


141 




% identity 


96 




NCBI Description 


Glycine max cv. Dare photosystem II type 



a/b-binding protein (lhcbl*7) gene, complete cds 



Seq. No. 


35415 


Seq. ID 


LIB3040-030-Q1-E1-A5 


Method 


BLASTX 


NCBI GI 


g3386606 


BLAST score 


432 


E value 


5.0e-43 


Match length 


93 


% identity 


78 


NCBI Description 


(AC004 665) putative bet; 


Seq. No. 


35416 


Seq. ID 


LIB3040-030-Q1-E1-D3 


Method 


BLASTN 


NCBI GI 


g531832 


BLAST score 


44 


E value 


5.0e-16 


Match length 


76 


% identity 


89 


NCBI Description 


Cloning vector pSport2 f 


Seq. No. 


35417 


Seq. ID 


LIB3040-030-Q1-E1-G8 


Method 


BLASTX 



5368 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3158476 
226 

6.0e-19 

58 
81 

(AF067185) aquaporin 2 [Samanea saman] 
35418 

LIB3040-030-Q1-E1-H4 

BLASTX 

g4539332 

222 

3.0e-18 

78 
58 

(AL035539) glycosyltransf erase like protein (fragment) 
[Arabidopsis thaliana] 

35419 

LIB3040-031-Q1-E1-F12 

BLASTX 

g4006932 

142 

8.0e-09 

53 

57 

(AJ011400) NADH: ubiquinone oxidoreductase bl7.2 subunit 
[Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35420 

LIB3040-031-Q1-E1-H2 

BLASTX 

gll70567 

264 

2.0e-23 

70 

70 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) 

>gi_1085960_pir S52648 INOl protein - Citrus paradisi 

>gi 602565 emb CAA83565 (Z32632) INOl [Citrus x paradisi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35421 

LIB3040-031-Q1-E1-H7 

BLASTX 

g2058280 

146 

5.0e-21 

74 

73 

(X97381) atran3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



35422 

LIB3040-031-Q1-E2-C11 

BLASTN 

g968986 

110 

4.0e-55 



5369 



# 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



206 
89 

Glycine max ferritin gene, nuclear gene encoding 
chloroplast protein, complete cds 

35423 

LIB3040-031-Q1-E2-C5 

BLASTX 

gll74411 

207 

4.0e-30 

115 

60 

MICROSOMAL SIGNAL PEPTIDASE 18 KD SUBUNIT (SPC18) 
>gi_206978 (L11319) signal peptidase [Rattus norvegicus] 

35424 

LIB3040-031-Q1-E2-D6 

BLASTX 

g4539307 

175 

1.0e-12 

62 
60 

(AL049480) 
thaliana] 



putative acidic ribosomal protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



35425 

LIB3040-031-Q1-E2-G8 

BLASTN 

gl8551 

394 

0.0e+00 

394 

100 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

35426 

LIB3040-032-Q1-E1-G11 

BLASTX 

g730557 

239 

3.0e-20 

91 

58 

60S RIBOSOMAL PROTEIN L34 >gi_2119150_pir S60476 ribosomal 

protein L34 - garden pea >gi_498908 (U10047) ribosomal 
protein L34 homolog [Pisum sativum] 

35427 

LIB3040-032-Q1-E1-H2 

BLASTN 

gl8725 

34 

1.0e-09 
46 



5370 



# • 



% identity 93 

NCBI Description Soybean (G. max) mRNA for proliferating cell nuclear 
antigen (PCNA) , partial 



Seq. No. 


35428 


Seq. ID 


t TT3^n a n— n^^— m — fi —fa 


Method 


DLtrxO 1 IN 


NCBI GI 


gZ yoD44 y 


OJUrio 1 bUU^c 




E value 


O • US ^ fi 


Match length 


± DU 


S- A /-3 /r\ r\ +- A "f" t r 

% laentiLy 


ft Q 


NLbi uescriprion 


Maine; Hntnpcf i hi Q^nrip mRNA. nartia.1 cds 


Seq. No. 


35429 


beq. id 


t TR^n4fi-fn4-m -fi - a? 

JjlJDOUfiU UJi \£±- I-jJL -M.^ 


Method 


nT 7V OTH 

JdIiAo X N 


NCBI GI 




DiiAbi score 


D 0 


E value 


y . lie— zy 


Match lengtn 


xyo 


-e identity 


p ^ 

O J 


NCBI Description 


canavaiia giaaiara iuiKiNit ror nixKj i/ u<juLp-LtrL.ts ^ud 


Seq. No. 


35430 


Seq. ID 


L1BJU4U— Uo4-yi-Hjl — UO 


Method 


nT TIC rpv 


NCBI GI 


g3928150 


BLAbi score 


14 J 


E value 


1 Art AQ 

l . ue-uy 


Match lengtn 


A *3 
4 O 


% identity 


£^ 
DO 


NCBI Description 




Seq. No. 


35431 


Seq. ID 


T Tmfiyl ft — H^/l — Pil — FI — H7 
L1djU4 U — UjH yi— HjI IJ/ 


Method 


B-UAblJN 


NCBI GI 


goluo / o 


BLAST score 


4 1 


E value 


4 . ue-14 


Match length 


loo 


% identity 


Q ^ 


NCBI Description 


(glycine max noauiin mKiN/i, comp±eue tub 


Seq. No. 


35432 


Seq. ID 


L1BoU4U— U J4— yi— JIjI— iLl^i 


Method 


DT 7\ nrnv 


NCBI GI 


O O O /I con 

g28945yy 


BLAST score 


184 


E value 


1.0e-13 


Match length 


53 


% identity 


70 


NCBI Description 


(AL021889) putative protein [Arabidopsis thaliana 


Seq. No. 


35433 


Seq. ID 


LIB3040-034-Q1-E1-F11 


Method 


BLASTX 



5371 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455330 
154 

2.0e-10 

49 

65 

(AL035525) contains EST gb:T44 002 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35434 

LIB3040-035-Q1-E1-B1 

BLASTX 

g3377797 

160 

4.0e-ll 

86 
48 

(AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35435 

LIB3040-035-Q1-E1-C9 

BLASTX 

gll5797 

382 

6.0e-37 

103 

73 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 
(CAB-215) (LHCP) >gi_100026_pir S16592 chlorophyll 

a/b-binding protein - garden pea >gi_20 658_emb_CAA40365__ 
(X57082) chlorophyll a/b-binding protein [Pisum sativum] 

35436 

LIB3040-035-Q1-E1-D9 

BLASTN 

g3309268 

53 

4.0e-21 

73 
93 

Glycine max ferric leghemoglobin reductase-2 precursor 
mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35437 

LIB3040-035-Q1-E1-G9 

BLASTN 

gl69097 

36 

6.0e-ll 

56 
91 

Pea histone H2A mRNA 



Seq. No. 
Seq. ID 



35438 

LIB3040-036-Q1-E1-C6 



5372 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g730456 

152 

4.0e-10 

78 
47 

4 OS RIBOSOMAL PROTEIN SI 9 
35439 

LIB3040-036-Q1-E1-G4 

BLASTX 

gl31384 

248 

2.0e-21 

91 

59 

OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (OEE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden pea >gi_20621_emb_CAA334 08_ (X15350) precursor {AA 
-81 to 248) [Pisum sativum] >gi_344 004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937__prf 16114 61A 02 evolving 

complex 33kD protein [Arachis hypogaea] 



Seq. No. 


35440 




Seq. ID 


LIB3040-037-Q1-E1- 


-All 


Method 


BLASTN 




NCBI GI 


gl498333 




BLAST score 


62 




E value 


2.0e-26 




Match length 


78 




% identity 


95 




NCBI Description 


Glycine max actin 


(Soy57) gene, 


Seq. No. 


35441 




Seq. ID 


LIB3040-037-Q1-E1- 


-Bl 


Method 


BLASTX 




NCBI GI 


g!24224 




BLAST score 


408 




E value 


4.0e-40 




Match length 


96 




% identity 


80 




NCBI Description 


INITIATION FACTOR 


5A-1 (EIF-5A) 



partial cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >giJL9887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacurti] 

35442 

LIB3040-037-Q1-E1-C8 

BLASTN 

g310575 

121 

1.0e-61 
309 



5373 



NCBI Description Glycine max nodulin-26 mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



35443 

LIB304 0-037-Q1-E1-D6 

BLASTN 

g758643 

64 

2.0e-27 

179 

84 

P. sativum mRNA for nucleoside diphosphate kinase II 
35444 

LIB3040-037-Q1-E1-F4 

BLASTX 

gl66867 

138 

1.0e-08 

60 

50 

(J05216) ribosomal protein Sll (probable start codon at bp 
67) [Arabidopsis thaliana] 

35445 

LIB3040-037-Q1-E1-F5 

BLASTN 

gl70053 

111 

1.0e-55 

163 
92 

Soybean ribosomal protein Sll mRNA, 3* end 



35446 

LIB3040-037-Q1-E1-H12 

BLASTN 

gl8551 

330 

0.0e+00 

363 

98 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

35447 

LIB304 0-038-Q1-E1-B1 

BLASTN 

g3264758 

58 

5.0e-24 

186 

83 

Prunus armeniaca 4 OS ribosomal protein S8 (RPS8) mRNA, 
complete cds 

35448 

LIB3040-038-Q1-E1-E7 



5374 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



BLASTX 

g!703380 

371 

8.0e-36 

102 
73 

ADP-RIBOSYLATION FACTOR >gi__1132483_dbj_BAA04 607_ (D17760) 
ADP-ribosylation factor [Oryza sativa] 

35449 

LIB3040-039-Q1-E1-C7 

BLASTX 

g309673 

273 

3.0e-24 

82 

76 

(L19651) light harvesting protein [Pisum sativum] 
35450 

LIB3040-039-Q1-E1-D11 

BLASTX 

g4038036 

186 

5.0e-14 

65 
49 

(AC005936) unknown protein [Arabidopsis thaliana] 
35451 

LIB3040-039-Q1-E1-E10 

BLASTN 

g!70053 

108 

8.0e-54 

196 

89 

Soybean ribosomal protein Sll mRNA, 3 1 end 



35452 

LIB3040-039-Q1-E1-G12 

BLASTX 

gl352463 

238 

5.0e-23 

95 

60 

MYO-INOSITOL-1-PHOSPHATE SYNTHASE (IPS) >gi_1161312 
(U04876) myo-inositol-l-phosphate synthase [Arabidopsis 
thaliana] 

35453 

LIB3040-039-Q1-E1-H12 

BLASTX 

g!22070 

134 

2.0e-09 



5375 



€1 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



69 
64 

HISTONE H3 >gi_82483_pir A25564 histone H3 - rice 

>gi_169793 {M15664} histone 3 [Oryza sativa] >gi_940018 
(U25664) histone H3 [Oryza sativa] 

35454 

LIB3040-040-Q1-E1-F1 

BLASTX 

g4335723 

157 

1.0e-10 
41 
66 

(AC006248) putative thioredoxin 



M [Arabidopsis thaliana] 



35455 

LIB3040-040-Q1-E1-F12 

BLASTN 

g2905777 

100 

5.0e-49 

237 

91 

Glycine max ribosomal protein L41 mRNA, partial cds 
35456 

LIB3040-040-Q1-E1-H2 

BLASTN 

gl8747 

310 

1.0e-174 

345 

98 

G.max mRNA for a protein similar to potato tuber protein 
p322 homolgous to Bowman-Birk Proteinase Inhibitor 

35457 

LIB3040-041-Q1-E1-A5 

BLASTX 

g2335097 

253 

8.0e-30 

106 

65 

(AC002339) putative receptor-like protein kinase 
[Arabidopsis thaliana] 

35458 

LIB3040-041-Q1-E1-B3 

BLASTX 

g729470 

283 

3.0e-25 

67 

79 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 



5376 



{ NAD- DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi_542089_pir JQ2272 formate dehydrogenase (EC 1.2.1.2) 

precursor, mitochondrial - potato >gi_297798_emb_CAA7 97 02_ 
(Z214 93) mitochondrial formate dehydrogenase precursor 
[Solanum tuberosum] 



Seq. No. 


35459 


Seq. ID 


LIB3040-041-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


gl053045 


BLAST score 


252 


E value 


9.0e-22 


Match length 


84 


% identitv 


67 


NCBI Description 


(U38424) histone H3 [Glycine max] 


Seq. No. 


35460 


Seq, ID 


LIB3040-041-Q1-E1-F6 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


70 


E value 


4.0e-31 


Match length 


216 




87 


NCBI Description 


Glycine max nodulin-26 mRNA, complete 


Seq. No. 


35461 


Seq. ID 


LIB3040-042-Q1-E1-A11 


Method 


BLASTX 


NCBI GI 


g3986296 


BLAST score 


186 


E value 


6.0e-14 


Match length 


72 


% identity 


51 


NCBI Description 


(AB018419) mitotic checkpoint [Xenopus 


Seq, No. 


35462 


Seq, ID 


LIB3040-042-Q1-E1-A4 


Method 


BLASTX 


NCBI GI 


gll73187 


BLAST score 


147 


E value 


3*0e-14 


Match length 


57 


% identity 


75 


NCBI Description 


40S RIBOSOMAL PROTEIN S23 (S12) >gi 13 



cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



41_pir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein sl2 [Fragaria x ananassa] 

35463 

LIB3040-042-Q1-E1-C8 

BLASTX 

g481285 

189 

2.0e-14 

81 
47 



5377 



o 



NCBI Description 



NADPH — ferrihemoprotein reductase (EC 1.6.2.4) - 
Aspergillus niger >gi_408111_emb_CAA81550__ (Z26938) NADPH 
cytochrome P450 oxi do reductase [Aspergillus niger} 

>gi_1582627_prf 2119198A NADPH cytochrome P450 reductase 

[Aspergillus niger] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35464 

LIB3040-042-Q1-E1-D2 

BLASTN 

g343344 

175 

6.0e-94 

239 
93 

Soybean chloroplast 16S rRNA 
Ile-tRNA, and Ala-tRNA genes 



[3 1 end), 18S rRNA (5« end), 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



35465 

LIB3040-042-Q1-E1-D3 

BLASTN 

g310575 

79 

1.0e-36 

199 

89 

Glycine max nodulin-26 niRNA, complete cds 
35466 

LIB3040-042-G1-E1-E3 

BLASTN 

g968986 

103 

6.0e-51 

166 

96 

Glycine max ferritin gene, nuclear gene encoding 
chloroplast protein, complete cds 

35467 

LIB3040-042-Q1-E1-G1 

BLASTX 

g4417273 

421 

1.0e-41 

95 

85 

(AC007019) ribonucleoside-diphosphate reductase large 
subunit [Arabidopsis thaliana] 

35468 

LIB304 0-042-Q1-E1-G5 

BLASTX 

g2443836 

195 

2.0e-15 

55 ' 
71 



5378 



NCBI Description 



(AF020793) tonoplast intrinsic protein homolog MSMCP1 
[Medicago sativa] 



Seq. No. 35469 

Seq. ID LIB3040-043-Q1-E1-A6 

Method BLASTN 

NCBI GI g2995841 

BLAST score 53 

E value 6.0e-21 

Match length 57 

% identity 98 . 

NCBI Description Trifolium semipilosum 18S ribosomal RNA gene, partial 

sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; 
and 26S ribosomal RNA gene, partial sequence 



35470 

LIB3040-043-Q1-E1-B9 
BLASTX 
g2500354 
181 

1.0e-13 

73 
48 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA194 62_ 
(AB001891) QM family protein [Solanum melongena] 

Seq. No. 35471 

Seq. ID LIB3040-043-Q1-E1-F5 

Method BLASTN 

NCBI GI g218082 

BLAST score 124 

E value 2.0e-63 

Match length 275 

% identity 87 

NCBI Description Rice mRNA for initiation factor eIF-4D (225 gene), partia 
sequence 

Seq. No. 35472 

Seq. ID LIB3040-044-Q1-E1-A2 

Method BLASTX 

NCBI GI g4417266 

BLAST score 4 61 

E value 3.0e-4 6 

Match length 122 

% identity 26 . 
NCBI Description (AC007019) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 35473 

Seq. ID LIB3040-044-Q1-E1-C10 

Method BLASTX 

NCBI GI g2623199 

BLAST score 473 

E value 1.0e-47 

Match length 105 

% identity 90 

NCBI Description (AF030290) protein phosphatase X isoform 2 [Arabidopsxs 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5379 



thaliana] 



35474 

LIB3040-044-Q1-E1-D8 
BLASTX 
gl33867 
171 

3.0e-12 

86 
48 

40S RIBOSOMAL PROTEIN Sll >gi_82722_pir S16577 ribosomal 

protein Sll - maize >gi_22470_emb_CAA39438_ (X55967) 
ribosomal protein Sll [Zea mays] 

Seq. No, 35475 

Seq. ID LIB3040-045-Q1-E1-G3 

Method BLASTX 

NCBI GI g3184288 

BLAST score 159 

E value 8.0e-ll 

Match length 35 

% identity 80 

NCBI Description (AC004136) unknown protein [Arabidopsis thaliana] 
35476 

LIB3040-045-Q1-E1-H3 
BLASTX 
g2443836 
274 

2.0e-24 
88 
64 

(AF020793) tonoplast intrinsic protein homolog MSMCP1 
[Medicago sativa] 

Seq. No. 35477 

Seq. ID LIB3040-046-Q1-E1-C8 

Method BLASTX 

NCBI GI g3687251 

BLAST score 157 

E value 1.0e-10 

Match length 50 

% identity 62 

NCBI Description (AC005169) unknown protein [Arabidopsis thaliana] 
35478 

LIB3040-046-Q1-E1-D1 
BLASTX 
g!173055 
233 

6.0e-20 
68 
79 

60S RIBOSOMAL PROTEIN Lll (L5) >gi_541961__pir S42497 

ribosomal protein Lll.e - alfalfa >gi_107 6504_pir S51819 

RL5 ribosomal protein - alfalfa >gi_4 63252_emb_CAA55090_ 
(X78284) RL5 ribosomal protein [Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5380 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35479 

LIB3040-046-Q1-E1-E1 

BLASTX 

g4220519 

155 

2.0e-10 

108 
39 

(AL035356) 
thaliana] 



putative protein binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35480 

LIB3040-046-Q1-E1-E8 

BLASTN 

g310575 

43 

2.0e-15 

107 
92 

Glycine max nodulin-26 mRNA, complete cds 
35481 

LIB3040-046-Q1-E1-G8 

BLASTX 

g3687243 

242 

1.0e-20 

61 
79 

(AC005169) putative ribosomal protein [Arabidopsis 
thaliana] 

35482 

LIB3040-047-Q1-E1-D1 

BLASTN 

g3449334 

47 

2.0e-17 

75 

91 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MYH9, complete sequence [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



35483 

LIB3040-048-Q1-E1-F5 

BLASTN 

g498167 

84 

1.0e-39 

224 
84 

Soybean mRNA for leginsulin, complete cds 
35484 

LIB3040-048-Q1-E1-G2 
BLASTX 



5381 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

%. identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2342735 
272 

4.0e-24 

83 

70 

(AC002341) unknown protein [Arabidopsis thaliana] 



35485 

LIB3040-049-Q1-E1-C1 

BLASTN 

gl8644 

135 

7.0e-70 

259 

88 

Soybean mRNA for HMG- 



1 like protein 



35486 

LIB3040-050-Q1-E1-A2 

BLASTN 

g602358 

54 

1.0e-21 

118 
87 

P. sativum mRNA for type II chlorophyll a/b binding protein 
35487 

LIB3040-050-Q1-E1-A4 

BLASTX 

gl29916 

155 

1.0e-10 

46 

67 

PHOSPHOGLYCERATE KINASE, CYTOSOLIC >gi_66911_pir TVWTGY 

phosphoglycerate kinase (EC 2.7.2.3), cytosolic - wheat 
>gi_21835_emb__CAA33302_ (X15232) phosphoglycerate kinase 
(AA 1 - 401) [Triticum aestivum] 



Seq. No. 35488 

Seq. ID LIB3040-050-Q1-E1-D10 

Method BLASTN 

NCBI GI g!458142 

BLAST score 34 

E value 7.0e-10 

Match length 54 

% identity 91 

NCBI Description Mus musculus histone H2a. 2-615 (H2a-615) , and histone 
H3. 2-615 (H3-615) genes, complete cds 



Seq. No. 35489 

Seq. ID LIB3040-050-Q1-E1-E4 

Method BLASTN 

NCBI GI g531828 

BLAST score 55 

E value 2.0e-22 



5382 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



119 
87 

Cloning vector pSportl, complete cds 
35490 

LIB3040-050-Q1-E1-G8 

BLASTX 

g82065 

172 

1.0e-12 

56 

64 

ribosomal protein S3a - Madagascar periwinkle 
>gi_217903_dbj_BAA00860_ (D01058) ORF [Catharanthus roseus] 

35491 

LIB3040-051-Q1-E1-B6 

BLASTX 

gl22079 

169 

1.0e-14 

55 
85 

HISTONE H3 >gi_84397_pir JQ0757 histone H3 - staghorn 

coral >gi_155640 (M60509) H3 [Acropora formosa] >gi_166308 
(L11067) histone H3 [Acropora formosa] 

>gi_455649_bbs_140810 (S67324) histone H3, H3 [Acropora 
formosa=coral, sperms, Peptide, 136 aa] [Acropora formosa] 
>gi_450044_prf 1920342A histone H3 [Acropora formosa] 



Seq. No. 


35492 


Seq. ID 


LIB3040-051-Q1-E1-C12 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


53 


E value 


3.0e-21 


Match length 


133 


% identity 


86 


NCBI Description 


Glycine max nodulin-26 mRNA 


Seq. No. 


35493 


Seq. ID 


LIB3040-051-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g927504 


BLAST score 


43 


E value 


2.0e-15 


Match length 


71 


% identity 


90 


NCBI Description 


P. sativum mRNA for fructose 




(clone aldcyt2) 


Seq. No. 


35494 


Seq. ID 


LIB3040-052-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


gll73027 


BLAST score 


177 


E value 


8.0e-21 



complete cds 



-1, 6-biphosphate aldolase 



5383 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



89 
63 

60S RIBOSOMAL PROTEIN L31 >gi_915313 
protein L31 [Nicotiana glutinosa] 



(U23784) ribosomal 



35495 

LIB3040-052-Q1-E1-C1 

BLASTX 

g464621 

220 

3.0e-18 

76 

55 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi__280374__pir_S2858 6 
ribosomal protein ML16 - common ice plant 
>gi__19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 

35496 

LIB3040-052-Q1-E1-D2 

BLASTX 

gl362103 

168 

7.0e-12 

50 
68 

ubiquitin conjugating enzyme - tomato 

>gi_886679_emb_CAA58111_ (X82938) ubiquitin conjugating 
enzyme [Lycopersicon esculentum] 

35497 

LIB3040-052-Q1-E1-E9 

BLASTN 

gl8747 

131 

2.0e-67 

289 
93 

G.max mRNA for a protein similar to potato tuber protein 
p322 homolgous to Bowman-Birk Proteinase Inhibitor 

35498 

LIB3040-053-Q1-E1-A6 

BLASTX 

g3947719 

222 

3.0e-18 

65 

75 

(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi 3947721_emb_CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 

35499 

LIB3040-053-Q1-E1-D10 
BLASTX 



5384 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl666173 
162 

2.0e-ll 

76 

50 

(Y09106) 



transcription factor [Nicotiana plumbaginif olia] 



35500 

LIB3040-053-Q1-E1-G6 

BLASTX 

g!36057 

263 

4.0e-23 

81 

59 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi__556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 


35501 


Seq. ID 


LIB3040-054-Q1-E1-B3 


Method 


BLASTX 






BLAST score 


246 


E value 


4.0e-21 


Match length 


64 


% identity 


70 


NCBI Description 


(AJ131520) alpha-D-xylosidase [Tropaeolum ma jus 


Seq. No. 


35502 


Seq. ID 


LIB3040-054-Q1-E1-D2 


Method 


BLASTX 


NCBI GI 


g4416302 


BLAST score 


173 


E value 


8.0e-13 


Match length 


76 


% identity 


51 


NCBI Description 


(AF105716) copia-type pol polyprotein [Zea mays 


Seq. No. 


35503 


Seq. ID 


LIB3040-054-Q1-E1-F12 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


176 


E value 


2.0e-94 


Match length 


228 


% identity 


94 


NCBI Description 


G.max tefSl gene for elongation factor EF-la 


Seq. No. 


35504 


Seq. ID 


LIB3040-054-Q1-E1-F9 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


35 


E value 


3.0e-10 


Match length 


83 



5385 



% identity 


87 


NCBI Description 


G.max tefSl gene for elongation factor EF-la 


Seq. No. 


35505 


Seq. ID 


LIB3040-055-Q1-E1-A12 


Method 


BLASTX 


NCBI GI 


g41uzooy 


BLAST score 


154 


E value 


3.0e-10 


Match length 


65 


% identity 


48 


NCBI Description 


(AF016713) LeOPTl [Lycopersicon esculentum] 


Seq. No. 


35506 


Seq. ID 


LIB3040-056-Q1-E1-B3 


Method 


BLASTX 




gj foDy Jo 


BLAST score 


312 


E value 


9.0e-29 


Match length 


100 


% identity 


65 


NCBI Description 


(AC005560) unknown protein [Arabidopsis thaliana] 


Seq. No. 


35507 


Seq. ID 


LIB3040-056-Q1-E1-F7 


Method 


BLASTN 


NCBI GI 


g508602 


BLAST score 


52 


E value 


1.0e-20 


Match length 


148 


% identity 


84 


NCBI Description 


Glycine max stearoyl-acyl carrier protein desaturase 




(SACPD) mRNA, complete cds 


Seq. No. 


35508 


Seq. ID 


LIB3040-057-Q1-E1-B6 


Method 


BLASTN 


NCBI GI 


gl8551 


BLAbr score 


iy4 


E value 


0.0e+00 


Match length 


394 


% identity 


100 


NCBI Description 


Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 




protein 


Seq. No. 


35509 


Seq. ID 


LIB3040-057-Q1-E1-D2 


Method 


BLASTN 


NCBI GI 


giOoyOO 


BLAST score 


173 


E value 


2.0e-92 


Match length 


224 


% identity 


30 


NCBI Description 


Soybean gene for ubiquitin, complete cds 


Seq. No. 


35510 


Seq. ID 


LIB3040-057-Q1-E1-D6 



5386 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g303900 

119 

2.0e-60 

239 

33 

Soybean gene for ubiquitin, complete cds 
35511 

LIB3040-058-Q1-E1-A8 

BLASTN 

gl277163 

176 

2.0e-94 
210 

96 . 
Glycine max cysteine proteinase inhibitor mRNA, partial cds 

35512 

LIB3040-058-Q1-E1-C12 

BLASTN 

g!8551 

357 

0.0e+00 

361 

100 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

35513 

LIB3040-058-Q1-E1-C7 

BLASTN 

gll576 

109 

2.0e-54 

141 

94 

Soybean plastid DNA for rpsl2, rps7, 16S rRNA, tRNA-Val, 
NADH dehydrogenase and ORF 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



35514 

LIB3040-058-Q1-E1-E12 

BLASTX 

g4115371 

179 

4.0e-13 

117 
42 

(AC005967) unknown protein [Arabidopsis thaliana] 
35515 

LIB3040-058-Q1-E1-G5 

BLASTX 

g3264759 

152 

3.0e-10 
48 



5387 



CP 



% identity 69 , 

NCBI Description (AF071889) 40S ribosomal protein S8 [Prunus armeniacaj 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35516 

LIB3040-060-Q1-E1-A5 

BLASTX 

gl856971 

283 

1.0e-25 

72 

75 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

35517 

LIB3040-060-Q1-E1-B9 

BLASTN 

gl066304 

37 

1.0e-ll 

57 
91 

Cloning vector TLF97-1, lambda phage lacZ translational 
fusion vector, complete sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35518 

LIB3040-060-Q1-E1-C11 

BLASTX 

g3482967 

400 

5.0e-39 

98 

76 

(AL031369) Protein phosphatase 2C-like protein [ Arab idop sis 
thaliana] >gi_4559345_gb_AAD2300 6 . 1_AC006585_1 (AC006585) 
protein phosphatase 2C [Arabidopsis thaliana] 

35519 

LIB3040-060-Q1-E1-H4 

BLASTN 

g525331 

42 

2.Ge-14 

70 
90 

Pisum sativum Alaska alpha-tubulin 
cds 



{ TubAl ) gene, complete 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



35520 

LIB3040-061-Q1-E1-B11 

BLASTN 

gl885368 

35 

2.0e-10 

43 
95 



5388 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Glycine latrobeana small subunit ribosomal RNA gene, 
partial sequence, internal transcribed spacer 1, 5.8S 
ribosomal RNA gene and internal transcribed spacer 2, 
complete sequence, and large subunit ribosomal RNA gene, 
part 

35521 

LIB3040-061-Q1-E1-D10 

BLASTN 

g555973 

157 

5.0e-83 

321 

87 

Pisum sativum 14-3-3-like protein mRNA, complete cds 
35522 

LIB3040-061-Q1-E11-A1 

BLASTN 

g310575 

157 

5.0e-83 

197 

95 

Glycine max nodulin-26 mRNA, complete cds 
35523 

LIB3040-061-Q1-E11-E6 

BLASTN 

g531828 

59 

1.0e-24 

167 
84 

Cloning vector pSportl, 



complete cds 



35524 

LIB3040-061-Q1-E11-E7 

BLASTX 

g3980383 

333 

3.0e-31 
84 

(AC004561) unknown protein [Arabidopsis thaliana] 



35525 

LIB3049-001-Q1-E1-A3 

BLASTN 

g2815245 

37 

2.0e-ll 

101 
85 

C.arietinum mRNA for class 
CanMT-2 ) 



I type 2 metallothionein (cl 



5389 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35526 

LIB304 9-001-Q1-E1-A9 

BLASTX 

gl34145 

155 

7.0e-ll 

54 
63 

STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 

PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi_JL69898 (M37530) 28 kDa protein [Glycine max] >gi_169975 
(M76981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28kD glycoprotein [Glycine max] 

>gi_444325_prf 1906374A vegetative storage protein 

[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35527 

LIB3049-001-Q1-E1-C6 

BLASTX 

gl053047 

326 

2.0e-30 

83 
80 

(U38425) -histone H3 [Glycine max] >gi_1053049 (U38426) 
histone H3 [Glycine max] >gi_1053051 (U38427) histone H3 
[Glycine max] 

35528 

LIB3049-001-Q1-E1-E7 

BLASTX 

g2119011 

156 

2.0e-10 

83 

42 

histone H3.2 - long-tailed hamster >gi_516304_emb_CAA56580_ 
(X80330) histone H3.2 [Cricetulus longicaudatus] 

35529 

LIB3049-002-Q1-E1-A11 

BLASTX 

g3915039 

193 

3.0e-15 

53 
74 

SUGAR CARRIER PROTEIN C >giJL69718 (L08196) sugar carrier 
protein [Ricinus communis] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



35530 

LIB3049-002-Q1-E1-A3 

BLASTX 

g3982596 

242 

2.0e-20 
106 



5390 



% identity 

NCBI Description 



53 

(AF039027) cationic peroxidase 2 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35531 

LIB3049-002-Q1-E1-B11 

BLASTX 

g3450842 

298 

4.0e-27 
106 
45 

(AF080436) 
sativa] 



mitogen activated protein kinase kinase [Oryza 



35532 

LIB3049-002-Q1-E1-C7 

BLASTX 

g541943 

209 

9.0e-17 

48 
81 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 


35533 


Seq. ID 


LIB304 9-002-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


234 


E value 


1.0e-19 


Match length 


101 


% identity 


51 


NCBI Description 


(AJ223074) acid phosphatai 


Seq. No. 


35534 


Seq. ID 


LIB304 9-002-Q1-E1-F8 


Method 


BLASTX 


NCBI GI 


gl076634 


BLAST score 


155 


E value 


2.0e-10 


Match length 


72 


% identity 


46 


NCBI Description 


protein-serine/ threonine 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_505146_dbj_BAA06538_ (D31737) protein-serine/threonine 
kinase [Nicotiana tabacum] 

35535 

LIB3049-002-Q1-E1-H2 

BLASTX 

g3914472 

250 

9.0e-22 

60 
80 

PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 
>gi_3227 64_pir S32021 photosystem II 10K protein - common 



5391 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



tobacco >gi_22669_emb_CAA4 9693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 

35536 

LIB3049-002-Q1-E1-H4 

BLASTX 

g4455198 

200 

1.0e-15 

66 
62 

(AL035440) putative protein [Arabidopsis thaliana] 



beq. no. 




Seq. ID 


LIB304 9-003-Q1-E1-D5 


Method 


BLASTN 


NCBI GI 


g4 yoUiy 


BLAST score 


CO 
DO 


E value 


3 . 0e-3u 


Match length 


O A 

84 


% identity 


95 


NCBI Description 


Glycine max delta-aminolevulii 




mRNA/ complete cds 


Seq. No. 


35538 


Seq. ID 


LIB3049-003-Q1-E1-H12 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


57 


E value 


2 . 0e-23 


Match length 


121 


% identity 


87 


NCBI Description 


Glycine max nodulin-26 mRNA, 


Seq. No. 


35539 


Seq. ID 


LIB3049-004-Q1-E1-C12 


Method 


BLASTX 


NCBI GI 


gl922248 


BLAST score 


153 


E value 


5.0e-10 


Match length 


31 


% identity 


94 


NCBI Description 


(Y10087) hypothetical protein 


Seq. No. 


35540 


Seq. ID 


LIB3049-004-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


g2673905 


BLAST score 


168 


E value 


6.0e-12 


Match length 


108 


% identity 


35 


NCBI Description 


(AC002561) hypothetical prote 


Seq. No. 


35541 


Seq. ID 


LIB3049-004-Q1-E1-F11 


Method 


BLASTN 



5392 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g456713 
253 

1.0e-140 

367 
36 

Glycine max gene for ubiquitin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35542 

LIB3049-004-Q1-E1-G10 

BLASTX 

g464621 

324 

4.0e-30 

120 

46 

60S RIBOSOMAL PROTEIN L6 (YL16-LIKE) >gi_280374_pir S2858* 

ribosomal protein ML16 - common ice plant 
>gi_19539_emb_CAA4 9175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



Seq. No. 


35543 




Seq. ID 


LIB3049- 


■004- 


Method 


BLASTN 




NCBI GI 


g310575 




BLAST score 


96 




E value 


1.0e-46 




Match length 


232 




% identity 


88 




NCBI Description 


Glycine 


max 


Seq. No. 


35544 




Seq. ID 


LIB3049- 


-005- 


Method 


BLASTX 




NCBI GI 


g326928^ 


I 


BLAST score 


246 




E value 


8.0e-25 




Match length 


109 




% identity 


55 




NCBI Description 


(AL030978) : 


Seq. No. 


35545 




Seq. ID 


LIB3049- 


-005 


Method 


BLASTX 




NCBI GI 


g464444 




BLAST score 


390 




E value 


6.0e-38 




Match length 


83 




% identity 


88 




NCBI Description 


PROTEASOME, 




COMPLEX 


30 



histone H2A- like protein [Arabidopsis thaliana] 



30 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 



Arabidopsis thaliana >gi_166830 
[Arabidopsis thaliana] 



(M98495) proteasome 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



35546 

LIB3049-006-Q1-E1- 

BLASTN 

g3982595 



■D2 



5393 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description* 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



375 

0.0e+00 

390 

99 

Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 
35547 

LIB304 9-006-Q1-E1-E1 

BLASTN 

gl644288 

67 

4.0e-29 

151 

86 

B.juncea mRNA for chlorophyll a/b-binding protein 
35548 

LIB3049-006-Q1-E1-F5 

BLASTX 

gl33808 

322 

7.0e-30 

67 
97 

4 OS RIBOSOMAL PROTEIN S16 >gi_70921_pir R3YL16 ribosomal 

protein S16, cytosolic - large-leaved lupine 
>gi_19512_emb_CAA36068_ (X51766) rpsl6 gene product (AA 
1-145) [Lupinus polyphyllus] 

35549 

LIB3049-007-Q1-E1-D4 

BLASTN 

gl8644 

165 

8.0e-88 

233 

93 

Soybean mRNA for HMG-1 like protein 
35550 

LIB3049-008-Q1-E1-B8 

BLASTX 

gl22007 

154 

1.0e-12 

105 
44 

HISTONE H2A >gi_100161_pir S11498 histone H2A - parsley 

>gi_20448_emb_CAA37828_ (X53831) H2A histone protein (AA 1 
- 149) [Petroselinum crispum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



35551 

LIB3049-008-Q1-E1-H4 

BLASTX 

g2507421 

250 

2.0e-21 



5394 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



69 
68 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44907 09_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

35552 

LIB3049-009-Q1-E1-G8 

BLASTX 

gl084415 

197 

3.0e-15 

65 
57 

RNA-binding protein - Wood tobacco >gi_624925_dbj_BAA05170_ 
(D26182) RNA-binding glycine rich protein (RGP-2) 
[Nicotiana sylvestris] 

35553 

LIB3049-010-Q1-E1-F8 

BLASTN 

gl8551 

390 

0.0e+00 

394 

100 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

35554 

LIB3049-011-Q1-E1-B12 

BLASTN 

g403326 

63 

6.0e-27 

123 

88 

T.repens TrMTIA mRNA for metallothionein-like protein 
35555 

LIB3049-011-Q1-E1-B8 

BLASTN 

g456713 

142 

4.0e-74 

250 

37 

Glycine max gene for ubiquitin, 
35556 

LIB304 9-012-Q1-E1-A2 
BLASTX 
g3341443 
320 

1.0e-29 
119 



complete cds 



5395 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 

(AJ223074) acid phosphatase [Glycine max] 
35557 

LIB3049-012-Q1-E1-D4 

BLASTX 

g3660469 

275 

2.0e-24 

68 

75 

(AJ001808) succinyl-CoA-ligase beta subunit [Arabidopsis 
thaliana] >gi_4512693__gb_AAD2174 6 . 1_ (AC006569) 
succinyl-CoA ligase beta subunit [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



35558 

LIB304 9-012-Q1-E1-E2 

BLASTN 

g3982595 

244 

1.0e-135 

267 

98 

Glycine max cationic peroxidase 2 



(Prx2) inRNA, complete cds 



35559 

LIB304 9-012-Q1-E1-F5 

BLASTX 

g3264759 

306 

4.0e-28 

62 

97 

(AF071889) 40S ribosomal protein S8 [Prunus armeniaca] 
35560 

LIB304 9-012-Q1-E1-G4 

BLASTX 

g3341443 

326 

3.0e-30 

94 

68 

(AJ223074) acid phosphatase [Glycine max] 
35561 

LIB304 9-012-Q1-E1-H9 

BLASTX 

g3063695 

160 

5.0e-ll 

34 
91 

(AL022537) hypothetical protein [Arabidopsis thaliana] 
35562 

LIB304 9-013-Q1-E1-B11 



5396 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gl70071 

71 

6.0e-32 

111 

91 

Soybean calmodulin 



(SCaM-2) mRNA, complete cds 



35563 

LIB3049-013-Q1-E1-C11 

BLASTX 

g4006826 

210 

9.0e-17 

79 
56 

(AC005970) unknown protein [Arabidopsis thaliana] 





Seq. No. 


35564 




Seq. ID 


LlboU4 y— Ulo~yi — Cil-iLl 


%1 


Method 


BLASTN 




NCBI GI 


gl 67072 


4^ 


BLAST score 


186 


D 


E value 


l . ue-iuu 




Match length 


250 


:i 


% identity 


94 




NCBI Description 


Barley ubiquitin (mubl) gei 




Seq. No. 


35565 




Seq. ID 


LIB3049-013-Q1-E1-FZ 




Method 


BLASTN 




NCBI GI 


g2905771 




BLAST score 


40 


CSS. 


E value 


o . ue- l J 




Match length 


88 




% identity 


86 




NCBI Description 


Glycine max glyceraldehyde- 






(GAPDH) mRNA, partial cds 




Seq. No. 


35566 




Seq. ID 


LIB3049-014-Q1-E1-A5 




Method 


BLASTN 




NCBI GI 


g547507 




BLAST score 


99 




E value 


1.0e-48 




Match length 


167 




% identity 


90 




NCBI Description 


G.max mRNA for glutamine s 




Seq. No. 


35567 




Seq. ID 


LIB3049-014-Q1-E1-C8 




Method 


BLASTN 




NCBI GI 


g457569 




BLAST score 


33 




E value 


2.0e-09 




Match length 


113 




% identity 


82 



complete cds 



-3 phosphate dehydrogenase 



5397 



NCBI Description Soybean mRNA for endo-xyloglucan transferase, partial cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



35568 

LIB3049-014-Q1-E1-D3 

BLASTN 

g296408 

147 

3.0e-77 

235 

91 



NCBI Description G.max ADR12 mRNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35569 

LIB3049-015-Q1-E1-A7 

BLASTX 

g3426037 

307 

3.0e-28 

101 

63 

(AC005168) putative ABC transporter protein [Arabidopsis 
thaliana] 

35570 

LIB3049-015-Q1-E1-B5 

BLASTX 

gl420887 

190 

1.0e-14 

74 

54 

(U34334) non-specific lipid transfer-like protein 
[Phaseolus vulgaris] 

35571 

LIB304 9-015-Q1-E1-E7 

BLASTX 

gl076485 

145 

3.0e-09 

63 

49 

SAM-synthetase - chickpea (fragment) 

>gi_73257 6_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35572 

LIB304 9-015-Q1-E1-F7 

BLASTN 

g!70067 

78 

4.0e-36 

174 

86 

Soybean (G.max) proline-rich cell wall protein 
gene, complete cds 



(SbPRP3) 



5398 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35573 

LIB3049-016-Q1-E1-B7 

BLASTX 

g541943 

181 

2.0e-13 

42 
83 

metallothionein - soybean >gi__228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35574 

LIB3049-016-Q1-E1-B8 

BLASTX 

g2088652 

236 

7.0e-20 

98 

48 

(AF002109) 26S proteasome regulatory subunit S12 isolog 
[Arabidopsis thaliana] >gi_2351376 (U54561) translation 
initiation factor eIF2 p47 subunit homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35575 

LIB3049-016-Q1-E1-F3 

BLASTN 

gl053044 

84 

2.0e-39 

224 

98 

Glycine max histone H3 



gene, partial cds, clone SI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35576 

LIB3049-017-Q1-E1-D4 

BLASTX 

g2982259 

342 

2.0e-32 

72 

92 

(AF051212) 
mariana] 



probable 60s ribosomal protein L13a [Picea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35577 

LIB3049-017-Q1-E1-D8 

BLASTX 

g2245040 

151 

8.0e-10 

78 

40 

(Z97342) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



35578 

LIB3049-0i8-Ql-El-A4 



5399 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gll5787 

246 

3.0e-21 

98 
56 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-2)D (LHCP) >gi_82461_pir S03706 chlorophyll 

a/b-binding protein 2R precursor - rice 

>gi_20182_emb_CAA32109_ (X13909) chlorophyll a/b-binding 
preprotein (AA -28 to 235) [Oryza sativa] 



Seer. No. 


35579 


Seq. ID 


LIB3049-018-Q1-E1-E11 


Method 


BLASTN 


MPRT CJ 

LNOOX \3±. 


U J J / / 






Hi Vd.XU.ti 




L*laXCll Xtrily Lil 


J X 


? xuenuxxy 




MP13 T p\ z - ' > — I t*\ "f~ "i 

lmudx uescripLion 


OXytvXlie ILLdA LJX \J LCdO UlLtfcJ Ivin OLUJLUIXL. lLLrvLN.fi. / UUIU^XC L.C 


O L£ • IN KJ • 


3S580 

«j *j vJ vj 


Ot;^ • XLV 


T,TR^f)4Q-m 8-01 -F1 -FR 


Method 


BLASTX 


NCBI GI 


g3128190 


Dj-trio i secure 


X *± 


E value 




riaccn. lengtn 




IS KJ,eiit_lL.y 






/Ar*n04 c i91 ^ nntsi" i l">p1~;=i — rrl nrn^ i (is r AT^bi dons i s 








T.TR?D4 9-01 9-Ol -Fl -ri 

JJlD JU1 > U X _? \/ X Hi X \^X 


Mai" V*i 

netnou 




NCBI GI 


gl66421 


BLAST score 


51 


T T7"3 1 Hp 
Hi ValUC 


1 . Oe-19 


l v iGLL.v^il XtrlXLJL.il 


1 1 ?! 

X X o 


% identity 


O 0 


NCBI Description 


Medicago sativa ubiquitin carrier protein mRNA, coi 




cds 


Seq. No. 


35582 


Seq. ID 


LIB3049-019-Q1-E1-E5 


Method 


BLASTX 


NCBI GI 


gl707981 


BLAST score 


178 


E value 


5.0e-13 


Match length 


100 


% identity 


39 


NCBI Description 


GLUTAREDOXIN >gi_10765 61_pir S54825 glutaredoxin 




bean 


Seq. No. 


35583 


Seq.. ID 


LIB304 9-019-Q1-E1-E7 


Method 


BLASTX 



castor 



5400 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl805359 
367 

3.0e-35 

126 

57 

(AB000623) glucosyl transferase [Nicotiana tabacumj 
35584 

LIB3049-019-Q1-E1-H8 

BLASTN 

g303900 

127 

5.0e-65 

395 

47 

Soybean gene for ubiquitin, complete cds 



35585 

LIB3049-020-Q1-E1-G12 

BLASTN 

g3982595 

292 

1.0e-163 

372 

95 

Glycine max cationic peroxidase 2 (Prx2) 



mRNA, complete cds 



35586 

LIB3049-020-Q1-E1-G6 

BLASTX 

g3241945 

164 

2.0e-ll 

84 

51 

(AC004625) unknown protein [Arabidopsis thaliana] 
35587 

LIB3049-021-Q1-E1-A1 

BLASTN 

g3063391 

87 

3.0e-41 

231 
84 

Vigna radiata mRNA for Ca2+/H+ exchanger, complete cds 
35588 

LIB304 9-021-Q1-E1-B12 

BLASTN 

g21264 

62 

2.0e-26 

110 

89 

Spinach mRNA 23 kDa protein of the photosynthetic 
oxygen-evolving complex (OEC) 



5401 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35589 

LIB304 9-021-Q1-E1-D3 

BLASTX 

g485518 

190 

6.0e-15 

64 
61 

ubiquitin / ribosomal protein CEP52 - rice 
>gi_303857_dbj__BAA02154__ (D12629) ubiquitin/ribosomal 
polyprotein [Oryza sativa] 

35590 

LIB3049-021-Q1-E1-D6 

BLASTX 

g730536 

350 

3.0e-33 

98 

69 

60S RIBOSOMAL PROTEIN L23 >gi_310933 (L18915) 60S ribosomal 
protein subunit L17 [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35591 

LIB3049-021-Q1-E1-F3 

BLASTN 

g2815245 

69 

2.0e-30 

252 
82 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35592 

LIB3049-021-Q1-E1-H3 

BLASTX 

g3947719 

215 

2.0e-17 

50 
86 

(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi_3947721_emb_CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35593 

LIB3049-022-Q1-E1-B11 

BLASTX 

g!155090 

186 

4.0e-14 

65 

52 

(X94 986) beta glucosidase [Manihot esculenta] 



5402 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35594 

LIB3049-022-Q1-E1-C12 

BLASTN 

g791097 

33 

3.0e-09 

57 

89 

P. vulgaris plsB mRNA 
35595 

LIB3049-022-Q1-E1-D8 

BLASTX 

gll5803 

299 

3.0e-27 

95 

62 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE I PRECURSOR 

(CAB-4) (LHCP) >gi_100199_pir S10857 chlorophyll 

a/b-binding protein precursor - tomato >gi_170390 (M17558) 
chlorophyll a/b-binding protein precursor [Lycopersicon 
esculentum] 



Seq. No. 


35596 


Seq. ID 


LIB304 9-022-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


g3608481 


BLAST score 


513 


E value 


3.0e-52 


Match length 


110 


% identity 


84 


NCBI Description 


(AF088913) ribosomal protein L27a [Petunia x hybrida] 


Seq. No. 


35597 


Seq. ID 


LIB3049-022-Q1-E1-F12 


Method 


BLASTX 


NCBI GI 


g4510345 


BLAST score 


160 


E value 


7.0e-ll 


Match length 


53 


% identity 


53 


NCBI Description 


(AC006921) unknown protein [Arabidopsis thaliana] 


Seq. No. 


35598 


Seq. ID 


LIB304 9-022-Q1-E1-F3 


Method 


BLASTN 


NCBI GI 


g2642237 


BLAST score 


92 


E value 


3.0e-44 


Match length 


268 


% identity 


84 


NCBI Description 


Glycine max endoplasmic reticulum HSC70-cognate binding 




protein precursor (BIP) mRNA, complete cds 


Seq. No. 


35599 



5403 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3049-022-Q1-E1-F8 

BLASTX 

g322750 

219 

1.0e-32 

107 
72 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

35600 

LIB3049-022-Q1-E1-F9 

BLASTX 

gl36057 

320 

1.0e-29 

97 

63 

TRIOSE PHOSPHATE I SOME RASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase - 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 


35601 


Seq. ID 


LIB3049-022-Q1-E1-G5 


Method 


BLASTX 


NCBI GI 


g2827715 


BLAST score 


324 


E value 


3.0e-30 


Match length 


104 


% identity 


60 


NCBI Description 


(AL021684) receptor prot 




[Arabidopsis thaliana] 


Seq. No. 


35602 


Seq. ID 


LIB3049-022-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


217 


E value 


1.0e-17 


Match length 


97 


% identity 


43 


NCBI Description 


(AJ223074) acid phosphat 


Seq. No. 


35603 


Seq. ID 


LIB3049-023-Q1-E1-A9 


Method 


BLASTX 


NCBI GI 


g464621 


BLAST score 


159 


E value 


1.0e-15 


Match length 


90 


% identity 


48 


NCBI Description 


60S RIBOSOMAL PROTEIN L6 




ribosomal protein ML 16 - 



kinase - like protein 



(YL16-LIKE) >gi_280374_j>ir S28586 

common ice plant 
>gi_19539_emb_CAA49175_ (X69378) ribosomal protein YL16 
[Mesembryanthemum crystallinum] 



5404 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35604 

LIB3049-023-Q1-E1-B2 

BLASTX 

gl808656 

153 

l.Ge-10 

49 
59 

(Y10804) Ubiquitin activating enzyme El 



35605 

LIB3049-023-Q1-E1-D6 

BLASTX 

g4220476 

154 

5.0e-17 

82 
49 

(AC006069) ribophorin 



[Nicotiana tabacum] 



I-like protein [Arabidopsis thaliana] 



35606 

LIB3049-023-Q1-E1-G2 

BLASTX 

g3880282 

141 

4.0e-13 

75 

36 

(Z82059) similar to ABC transporters (2 domains); cDNA EST 
EMBL:D73856 comes from this gene; cDNA EST EMBL:D73975 
comes from this gene; cDNA EST EMBL:C09722 comes from this 
gene; cDNA EST yk428c4.5 comes from this gene; cDNA ES... 
>gi_3881299_emb_CAA21772_ (AL032665) similar to ABC 
transporters (2 domains); cDNA EST EMBL:D73856 comes from 
this gene; cDNA EST EMBL:D73975 comes from this gene; cDNA 
EST EMBL:C09722 comes from this gene; cDNA EST yk428c4.5 
comes from this gene; cDNA 



Seq. No. 


35607 


Seq. ID 


LIB3049-023 


Method 


BLASTX 


NCBI GI 


g3582335 


BLAST score 


341 


E value 


2.0e-32 


Match length 


80 


% identity 


79 


NCBI Description 


(AC005496) 


Seq. No. 


35608 


Seq. ID 


LIB3049-023 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


71 


E value 


3.0e-32 


Match length 


87 


% identity 


95 



-G8 



unknown protein [Arabidopsis thaliana] 



5405 



NCBI Description Glycine max cationic peroxidase 2 (Prx2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35609 

LIB3049-024-Q1-E1-A2 

BLASTX 

g541943 

210 

8.0e-17 

52 
79 

metallothionein - soybean >gi_228682_prf 18 0831 6A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35610 

LIB304 9-024-Q1-E1-D4 

BLASTX 

g4101564 

194 

8.0e-15 

106 

41 

(AF004556) IFA-binding protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35611 

LIB3049-024-Q1-E1-G2 

BLASTX 

gll6908 

195 

4.0e-15 

74 

57 

CAFFEIC ACID 3-O-METHYLTRANSFERASE 
(S-ADENOSYSL-L-METHIONINE: CAFFEIC ACID 
3-O-METHYLTRANSFERASE) (COMT) >gi_166420 (M63853) 
S-adenosyl-L-methionine: caffeic acid 3-0-methyltransf erase 
[Medicago sativa] 



Seq, No. 


35612 


Seq. ID 


LIB3049-025-Q1-E1-A7 


Method 


BLASTN 


NCBI GI 


g303900 


BLAST score 


316 


E value 


1.0e-178 


Match length 


396 


% identity 


31 


NCBI Description 


Soybean gene for ubiquitin, 


Seq. No. 


35613 


Seq. ID 


LIB3049-025-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


gl666096 


BLAST score 


255 


E value 


1.0e-22 


Match length 


62 


% identity 


77 


NCBI Description 


(Y09113) dioxygenase [Marah 



5406 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 



35614 

LIB304 9-025-Q1-E1-E6 

BLASTX 

g3386613 

175 

2.0e-14 

77 
66 

(AC004665) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



35615 

LIB3049-025-Q1-E1-F7 

BLASTX 

gl26409 

195 

2.0e-15 

50 

74 

LIPOXYGENASE 1 >gi_100005_pir S22153 lipoxygenase (EC 

1.13.11.12) - kidney bean >gi_21017_emb_CAA45088_ (X63525) 
lipoxygenase [Phaseolus vulgaris] 



35616 

LIB304 9-025-Q1-E1-H3 

BLASTX 

g3935167 

120 

1.0e-ll 

120 

47 

(AC004557) F17L21.10 



[Arabidopsis thaliana] 



35617 

LIB3049-026-Q1-E1-A1 

BLASTN 

g3982595 

320 

1.0e-180 

336 

99 

Glycine max cationic peroxidase 2 
35618 

LIB3049-026-Q1-E1-B6 

BLASTN 

g3982595 

341 

0.0e+00 

357 

99 

Glycine max cationic peroxidase 2 
35619 

LIB3049-026-Q1-E1-E3 

BLASTX 

g4191796 



(Prx2) mRNA, complete cds 



(Prx2) mRNA, complete cds 



5407 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



185 

2.0e-14 

62 
56 

(AC005917) putative senescence-associated protein 5 
[Arabidopsis thaliana] 



Seq. No. 


35620 






Seq. ID 


LIB3049-026-Q1-E1-G6 






Method 


BLASTX 






NCBI GI 


g3341443 






BLAST score 


279 






E value 


6.0e-25 






natou xcuu til 


101 






% identity 


57 






NCBI Description 


(AJ223074) acid phosphatase [Glycine max] 




Seq. No. 


35621 






Seq. ID 








Method 


BLASTN 






NCBI GI 


g3982595 






BLAST score 


O A 






E value 


A a« on 

4 . Ue- J / 






Match length 


196 






% identity 


85 






NCBI Description 


Glycine max cationic peroxidase 2 


(Prx2) 


mRNA, 


Seq. No. 


35622 






Seq. ID 


LIB3049-027-Q1-E1-A6 






Method 


BLASTN 






NCBI GI 


g3982595 






BLAST score 


265 






E value 


1 . Ue-14 / 






Match length 








% identity 


92 






NCBI Description 


Glycine max cationic peroxidase 2 


(Prx2) 


mRNA, 


Seq. No. 


35623 






Seq. ID 


LIB3049-027-Q1-E1-A7 






Method 


BLASTN 






NCBI GI 


g3982595 






BLAST score 


150 






E value 


6.0e-79 






Match length 


213 






% identity 


95 






NCBI Description 


Glycine max cationic peroxidase 2 


(Prx2) 


mRNA, 


Seq. No. 


35624 






Seq. ID 


LIB3049-027-Q1-E1-A8 






Method 


BLASTN 






NCBI GI 


g3982595 






BLAST score 


54 






E value 


1.0e-21 






Match length 


166 






i identity 


84 






NCBI Description 


Glycine max cationic peroxidase 2 


(Prx2) 


mRNA, 



complete cds 



complete cds 



complete cds 



complete cds 



5408 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35625 

LIB3049-027-Q1-E1-D11 

BLASTX 

g3183088 

210 

5.0e-17 

94 
48 

PROBABLE NONSPECIFIC LIP ID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi_629658_pir S47084 lipid transfer like protein - 

cowpea >gi__499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35626 

LIB304 9-027-Q1-E1-D8 

BLASTX 

g2924772 

142 

4.0e-09 

58 
55 

(AC002334) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35627 

LIB3049-027-Q1-E1-D9 

BLASTX 

g2829923 

426 

4.0e-42 

121 
72 

(AC002291) 
thaliana] 



Similar to uridylyl transferases [Arabidopsis 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35628 

LIB3049-027-Q1-E1-G3 

BLASTN 

g3982595 

272 

1.0e-151 

288 

99 

Glycine max cationic peroxidase 2 



(Prx2) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35629 

LIB3049-027-Q1-E1-G8 

BLASTX 

g3738257 

212 

4.0e-17 

71 

62 

(AB018410) cytosolic phosphoglycerate kinase 1 
nigra] 



[Populus 



Seq. No. 
Seq. ID 



35630 

LIB304 9-027-Q1-E1-H2 



5409 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 



BLASTX 

g3868758 

327 

4.0e-37 

133 

62 

(D89802) elongation factor IB gamma [Oryza sativa] 



Seq. No. 


35631 


Seq. ID 


LIB304 9-028-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


g3738334 


BLAST score 


186 


E value 


o . ue-14 


Match length 


122 


% identity 


40 


NCBI Description 


(AC005170) unknown protein [Arabidopsis thaliana] 


Seq. No. 


35632 


Seq. ID 


LIB3049-028-Q1-E1-B6 


Method 


BLASTX 


NCBI GI 


g549061 


BLAST score 


140 


E value 


1.0e-08 


Match length 


59 


% identity 


53 


NCBI Description 


T-COMPLEX PROTEIN 1, ZETA SUBUNIT (TCP-1-ZETA) (CCT 



(CCT-ZETA-1) >gi_631655jpir S43063 CCT (chaperonin 

containing TCP-1) zeta chain - mouse 
>gi_468554_emb_CAA83432_ (Z31557) CCT (chaperonin 
containing TCP-1) zeta subunit [Mus musculus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35633 

LIB3049-028-Q1-E1-D10 

BLASTN 

g3021372 

180 

9.0e-97 

276 
92 

Glycine max mRNA for profilin, 



PR02 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35634 

LIB304 9-028-Q1-EL-E1 

BLASTX 

g927428 

269 

1.0e-23 

107 
48 

(X86733) fisl [Linum usitatissimum] 



Seq. No. 35635 

Seq. ID LIB3049-028-Q1-E1-E10 

Method BLASTX 

NCBI GI gl420887 

BLAST score 207 



5410 



(I 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-16 

69 

57 

(U34334) non-specific lipid transfer-like protein 
[Phaseolus vulgaris] 

35636 

LIB3049-029-Q1-E1-A2 

BLASTX 

g3023819 

188 

3.0e-14 

90 
44 

CELL DIVISION PROTEIN FTSJ HOMOLOG >gi_2127 806_pir G64471 

cell division protein J - Methanococcus jannaschii 
>gi_1592021 (U67577) cell division protein FtsJ 
[Methanococcus jannaschii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35637 

LIB3049-029-Q1-E1-C3 

BLASTX 

g3158476 

247 

2.0e-21 

85 
67 

(AF067185) aquaporin 2 



[Samanea saman] 



35638 

LIB3049-029-Q1-E1-D11 

BLASTX 

g2623296 

181 

2.0e-13 

54 

67 

(AC002409) hypothetical protein [Arabidopsis thaliana] 
35639 

LIB3049-029-Q1-E1-D6 

BLASTX 

g3024020 

402 

2.0e-39 

93 

80 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



35640 

LIB304 9-029-Q1-E1-D7 

BLASTX 

gl350983 

242 

1.0e-20 



5411 



Match length 


n n 
9U 


% identity 


57 


NCBI Description 


4US RIBOSOMAL PROTEIN boA (CiCU / rKOlhlNJ 


Seq. No. 


35641 


beq. ID 


Lirs^U4 y - uz y~y±~£i±~uy 


Method 




NCBI GI 


g3868758 


BLAST score 


171 


E value 


0 . ue— iz 


Match length 


by 


% identity 


51 


NCBI Description 


{uoyouZ) elongation ractor ijd gamma [uryza sanvaj 


Seq. No. 


35642 


Seq. ID 


ijiB y— u^ju— yi— hji— ijy 


Method 


BLAST A 


NCBI GI 


g730456 


BLAST score 


144 


E .value 


0 a — An 

2 . Oe-uy 


Match length 


39 


% identity 


69 


NCBI Description 


4 OS RIBOSOMAL PROTEIN Sly 


Seq. No. 


35643 


Seq. ID 


LIB3049-030-Q1-E1-E8 


Method 


BLASTN 


NCBI GI 


gl208702 


BLAST score 


79 


E value 


1 . Oe-36 


Match length 


127 


% identity 


100 


NCrJi Description 


Glycine max histone H3 gene, partial cds f clone H3- 


Seq, No. 


35644 


Seq. ID 


LIB3u4y-U31-Ql-El-CJ 


Method 


BLAbTX 


NCBI GI 


g3132476 


BLAST score 


214 


E value 


2 . Oe-17 


Match length 


81 


% identity 


58 


NCBI Description 


(AC003096) unknown protein [Arabidopsis thaliana] 


Seq. No. 


35645 


Seq. ID 


LIB3049-031-Q1-E1-C8 


Method 


BLASTX 


NCBI GI 


g2431771 


BLAST score 


182 


E value 


2 . 0e-13 


Match length 


72 


% identity 


50 


NCBI Description 


(U62753) acidic ribosomal protein P2b [Zea mays] 


Seq. No. 


35646 


Seq. ID 


LIB3049-031-Q1-E1-E12 


Method 


BLASTX 



5412 



g2507421 
144 

3.0e-09 
36 
75 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44 90709_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

Seq. No. 35647 

Seq. ID LIB3049-031-Q1-E1-F10 

Method BLASTX 

NCBI GI g2583118 

BLAST score 261 

E value 6.0e-23 

Match length 96 

% identity 59 , 
NCBI Description (AC002387) hypothetical protein [Arabidopsis thalxana] 

Seq. No. 35648 

Seq. ID LIB3049-031-Q1-E1-G11 

Method BLASTX 

NCBI GI g!362093 

BLAST score 325 

E value 3.0e-30 

Match length 73 

% identity 81 

NCBI Description hypothetical protein (clone TPP15) - tomato (fragment) 
>gi_924632 (U20595) unknown [Solanum lycopersicum} 

35649 

LIB3049-031-Q1-E1-H1 
BLASTX 
gl076485 
153 

3.0e-10 
59 
58 

SAM-synthetase - chickpea (fragment) 

>giJ732576_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 

Seq. No. 35650 

Seq. ID LIB3049-032-Q1-E1-B2 

Method BLAST N 

NCBI GI g945086 

BLAST score 40 

E value 2.0e-13 

Match length 76 

% identity 88 

NCBI Description Glycine max transcription factor TFIIB mRNA, complete cds 

Seq. No. 35651 

Seq. ID LIB3049-032-Q1-E1-C5 

Method BLASTX 

NCBI GI gl848212 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5413 





BLAST score 


214 




E value 


2.0e-17 




l v lcltOll XcllU Lil 


53 






39 






(Y11209) protein disulf ide-isomerase precui 






tabacum.] 






35652 




Seq. ID 


LIB3049-032-Q1-E1-C6 




rlC UllL/Lil 


BLASTX 






a3355468 




BLAST score 


312 




E value 


7.0e-29 




l v la.LOXi xeiiy Lii 


79 




9- n Hariri 

^ lUcil L»X L,y 


85 




1NL.I5X UcbLI Xjp L XvJll 


fAr0f)4?18^ nutative ribosomal protein L35 






thaliana] 


:. ft 


Qorf Ma 
Ooq • LNU • 


35653 




Seq. ID 


LIB3049-032-Q1-E1-D10 




l v iei_ HULL 




■rfl 


NCBI GI 


gl666172 




BLAST score 


38 




Hi Value 


4.0e-12 




L v iax.cii xciiyL.ii 


1 *34 




t> laem-ity 


o 


In 




N.plumbagini folia mRNA for BTF3-like trans- 




oeq ■ lno * 




i-J 




LIB3049-032-Q1-E1-D5 




X v lC UIlvJU 


RT.ASTX 


H= 


NCBI GI 


gl053059 




BLAST score 


187 




TP ^ra 1 no 
Hi Value 


2.0e-14 




i v ia.ucri xexiy i_u 






^ identity 


64 




MfRT n*= qpri r>t" i on 


(U38423) histone H3 [Triticum aestivum] 




Oarr Kin 
o s q . IN U . 


35655 




Q^rr ID 


LIB3049-032-Q1-E1-E7 






BLASTN 




NCBI GI 


g3193282 




BLAST score 


33 




Hi V a. X Lit; 


5 . Oe-09 




LYlauCIl Xfciliy L-il 






-a luenuiuy 


J X 




INUJDX UcbLXipLlUu 


ftrahidnnqi^ thaliana BAC T14P8 




o e q • in o • 


JJUJu 




OCLj • J_ U 


LIB3049-032-O1-E1-F11 




X w lfe? I_l iUvJ. 


BLASTN 




NCBI GI 


g2764805 




BLAST score 


138 




E value 


8.0e-72 




Match length 


250 




% identity 


90 




NCBI Description 


G*max gene encoding epoxide hydrolase 



5414 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



35657 

LIB3049-032-Q1-E1-H4 

BLASTN 

gll07486 

42 

1.0e-14 
94 
86 

A.thaliana mRNA for 



60S ribosomal protein L27a 



35658 

LIB3049-032-Q1-E1-H7 

BLASTN 

g927504 

87 

2.0e-41 

163 
88 

P. sativum mRNA for fructose-1, 
(clone aldcyt2) 



6-biphosphate aldolase 



35659 

LIB3049-033-Q1-E1-A3 

BLASTX 

g3582339 

240 

1.0e-20 

62 

65 

(AC0054 96) unknown protein [Arabidopsis thaliana] 



35660 

LIB3049-033-Q1-E1-B10 

BLASTN 

g2618602 

33 

4.0e-09 

68 

88 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MSJ1, complete sequence [Arabidopsis thaliana] 



PI clone 



35661 

LIB304 9-033-Q1-E1-B7 

BLASTX 

g3080439 

200 

1.0e-15 

59 

69 

(AL022605) putative protein [Arabidopsis thaliana] 
35662 

LIB3049-033-Q1-E1-C6 

BLASTN 

g2815245 



5415 



BLAST score 74 

E value 2.0e-33 

Match length 242 

% identity 83 

NCBI Description C.arietinum mRNA for class I type 2 metallothionein (clone: 
CanMT-2 ) 

Seq. No. 35663 

Seq. ID LIB3049-033-Q1-E1-H1 

Method BLASTN 

NCBI GI g456567 

BLAST score 66 

E value 9.0e-29 

Match length 161 

% identity 88 

NCBI Description Pisum sativum ubiquitin conjugating enzyme (UBC4), complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35664 

LIB3049-034-Q1-E1-B5 

BLASTN 

g303900 

272 

1.0e-151 

344 

31 

Soybean gene for ubiquitin, complete cds 
35665 

LIB3049-034-Q1-E1-E8 

BLASTX 

gl619602 

280 

5.0e-25 

81 

73 

(Y08726) MtN3 [Medicago truncatula] 



35666 

LIB3049-034-Q1-E1-G9 

BLASTX 

gl490271 

197 

2.0e-15 

87 
49 

(Z69744) ALL-1 protein 



[Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35667 

LIB3049-035-Q1-E1-A9 

BLASTX 

g322750 

399 

6.0e-39 

82 
95 

ubiquitin / ribosomal protein CEP52 



wood tobacco 



5416 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

35668 

LIB304 9-035-Q1-E1-B10 

BLASTX 

g541943 

190 

1.0e-14 

44 

80 

metallothionein - soybean >gi_228682__prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35669 

LIB3049-035-Q1-E1-B8 

BLASTX 

gl35410 

237 

4.0e-20 

60 

68 

TUBULIN ALPHA- 2 CHAIN >gi_85173_pir B26488 tubulin alpha-2 

chain - fruit fly (Drosophila melanogaster) >gi_158733 
(M14644) alpha-tubulin 2 [Drosophila melanogaster] 



Seq. No. 


35670 


Seq. ID 


LIB3049-I 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


101 


E value 


1.0e-49 


Match length 


228 


% identity 


86 


NCBI Description 


Glycine ] 


Seq. No. 


35671 


Seq. ID 


LIB3049- 


Method 


BLASTX 


NCBI GI 


gl22078 


BLAST score 


160 


E value 


2.0e-16 


Match length 


83 


% identity 


69 


NCBI Description 


HISTONE 




reading 


Seq. No. 


35672 


Seq. ID 


LIB3049- 


Method 


BLASTX 


NCBI GI 


g3947719 


BLAST score 


188 


E value 


3.0e-14 


Match length 


65 


% identity 


66 



2 (Prx2) mRNA, complete cds 



H3.4 (EMBRYONIC) 
frame histone H3 



>gi__5 129 8_emb_CAA2 4 1 3 1_ 
[Mus musculus] 



(V00754) 



NCBI Description 



(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi_3947721_emb_CAA10102_ (AJ012654) ribosomal protein S28 



5417 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value ~ 

Match length 

% identity 

NCBI Description 



[Prunus persica] >gi_3947723_emb_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 

35673 

LIB3049-035-Q1-E1-E9 

BLASTX 

gll73187 

168 

3.0e-12 

48 
73 

40S RIBOSOMAL PROTEIN S23 (S12) >gi_1362041 j>ir S56673 

ribosomal protein S23.e, cytosolic (clone RJ3) - garden 
strawberry >gi_643074 (U19940) putative 40S ribosomal 
protein s!2 [Fragaria x ananassa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



35674 

LIB3049-035-Q1-E1-F11 

BLASTN 

g2055227 

230 

1.0e-126 

234 

100 

Glycine max mRNA for SRC1, complete cds 
35675 

LIB3049-035-Q1-E1-G5 

BLASTX 

g4038045 



BLAST score 


505 


E value 


2.0e-51 


Match length 


112 


% identity 


81 


NCBI Description 


(AC005936) putative DNA-binding protein [Arabidopsis 




thaliana] 


Seq. No. 


35676 


Seq. ID 


LIB304 9-035-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


g2598597 


BLAST score 


159 


E value 


6.0e-ll 


Match length 


81 


% identity 


48 


NCBI Description 


(Y15371) MtN5 [Medicago truncatula] 


Seq. No. 


35677 


Seq. ID 


LIB3049-036-Q1-E1-A11 


Method 


BLASTX 


NCBI GI 


g2347088 


BLAST score 


146 


E value 


1.0e-09 


Match length 


56 


% identity 


54 


NCBI Description 


(U72765) non-specific lipid transfer protein PvLTP-24 



[Phaseolus vulgaris] 



5418 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35678 

LIB3049-036-Q1-E1-B11 

BLASTN 

g886099 

59 

2.0e-24 

71 

96 

Glycine max putative water channel protein 
complete cds 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(Pipl) mRNA, 



35679 

LIB3049-036-Q1-E1-C5 

BLASTN 

gl053044 

37 

7.0e-12 

65 

89 

Glycine max histone H3 gene, partial cds, clone SI 



35680 

LIB3049-036-Q1-E1-D10 

BLASTN 

gl68492 

45 

2.0e-16 

121 

84 

Corn histone H3 (H3C3) 



gene, complete cds 



35681 

LIB3049-036-Q1-E1-D12 

BLASTN 

gl053215 

309 

1.0e-173 

347 

98 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35682 

LIB3049-037-Q1-E1-C9 

BLASTX 

g541943 

205 

3.0e-16 

51 

76 

metallothionein - soybean >gi_228 682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 
Seq. ID 
Method 



35683 

LIB3049-037-Q1-E1-D9 
BLASTX 



5419 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3850582 
151 

6.0e-10 

45 

64 

(AC005278) F15K9.14 [Arabidopsis thaliana] 



35684 

LIB3049-037-Q1-E1-F10 

BLASTX 

gl870700 

217 

9.0e-18 

70 
69 

(U84116) cleavage stage histone 



H3 [Psammechinus miliaris] 



35685 

LIB3049-037-Q1-E1-H10 

BLASTX 

g4336747 

157 

4.0e-ll 

57 

29 

(AF104924) unconventional myosin heavy chain [Zea mays] 
35686 

LIB3049-037-Q1-E1-H9 

BLASTX 

g4336747 

251 

1.0e-21 

93 

52 

(AF104924) unconventional myosin heavy chain [Zea mays] 
35687 

LIB3049-038-Q1-E1-B5 

BLASTX 

g2662469 

183 

7.0e-14 

71 
54 

(AF034217) ribosomal protein S6 [Arabidopsis thaliana] 



35688 

LIB304 9-038-Q1-E1-B7 
BLASTX 
gl35406 
147 

7.0e-10 

48 
58 

TUBULIN ALPHA-3/ALPHA-5 CHAIN >gi_99768_pir 



alpha-5 chain 



A32712 tubulin 
Arabidopsis thaliana >gi_l 66912 (M17189) 



5420 



alpha-tubulin [Arabidopsis thaliana] >gi_166918 (M84 698) 
alpha-5 tubulin [Arabidopsis thaliana] 



Seq. No. 


35689 


Seq. ID 


LIB3049-038-Q1-E1-F12 


Method 


DJ-lMO 1 IN 


1NU.D1 urX 


rrl 70053 
y x / j j 


tiijrio ± score 


165 


sit vd.xu.fc; 


8 Oe-88 


Mar.cn xenyT.n 


x u z? 




97 


NPRT De^r "riot ion 


Soybean ribosomal protein Sll mRNA, 3' end 


Seq. No. 


35690 


Seq. ID 


LIB3049-038-Q1-E1-F6 


Mof V| /-i t-\ 


BLASTN 


KTPRT 
IN^ox ui 


a456713 




203 


TJ 1 Tra 1 no 
JZj value 


1. 0e-110 


ixiaucn xenyni 


j j j 


-5 luenLity 






Glycine max gene for ubiquitin, complete cds 


Seq. No/'. ' 


35691 


Seq. ID 


LIB3049-039-Q1-E1-B1 


Method 


DXiiiO 1 IN 


NLbx bl 




BLAST score 


1 PI 
XO X 


iii vaxue 




Match length 




% identity 




KTP'DT flocnrinfi An 
INO-DX UfcroOx XpLlUli 


(1 max ADR12 mRNA 


Seq. No. 


35692 


Seq. ID 


LIB3049-039-Q1-E1-B12 


Method 


BLASTX 


\1PT3T iZT 
INbDX VjX 


crl^R 1014 

yxo-jx^/xi 


rJXxriO 1 ot^VJXfc; 


329 


E value 


/ • W -J X 


l v lcLLOIl XfcJIiyi-il 


82 


-s laenumy 


77 


jnUdI uescnpLion 


4Dci rtro^OMAL PROTEIN S8 >ai 968902 dbi BAA07207 


ribosomal protein S8 [Oryza sativa] 


Seq. No. 


35693 


Seq. ID 


LIB3049-039-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


g4455787 


BLAST score 


152 


E value 


3.0e-10 


Match length 


66 



% identity 

NCBI Description 



39 

(AL035536) putative DNA polymerase accessory protein 
[Schizosaccharomyces pombe] 



Seq. No. 
Seq. ID 



35694 

LIB3049-040-Q1-E1-C2 



5421 



Method 


BLASTX 


NCBI GI 


gl707642 


BLAST score 


257 


E value 


3.0e-22 


Matnh lenath 


118 


% identity 


19 


NCBI Description 


(Y07748) TMK [Oryza sativa] 


Sea No . 


35695 


Seq. ID 


LIB304 9-040-Q1-E1-C4 


Method 


BLASTX 


NCBI GI 


g3482972 


BLAST score 


143 


E value 


7.0e-09 


Match length 


61 




44 


NCBI Description 


(AL031369) putative protein 


Sea No 


35696 


Seq. ID 


LIB3049-040-Q1-E1-D9 


Method 


BLASTX 


NCBI GI 


g2340166 


BLAST score 


197 


E value 


l.Oe-15 


Match length 


79 


% identity 


49 - 


NCBI Description 


(AF008124) glutathione S-co 



resistance-associated protein homolog [Arabidopsis 
thaliana] 



Seq. No. 


35697 


Seq. ID 


LIB3049-041-Q1-E1-C3 


Method 


BLASTN 


NCBI GI 


gl813328 


BLAST score 


45 


E value 


3.0e-16 


Match length 


89 


% identity 


88 


NCBI Description 


Canavalia gladiata mRNA for HMG- 


Seq. No. 


35698 


Seq. ID 


LIB3049-041-Q1-E1-D7 


Method 


BLASTN 


NCBI GI 


g3982595 


BLAST score 


208 


E value 


1.0e-113 


Match length 


252 


% identity 


96 


NCBI Description 


Glycine max cationic peroxidase 


Seq. No. 


35699 


Seq. ID 


LIB3049-041-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


g4559358 


BLAST score 


211 


E value 


5.0e-17 



2 (Prx2) mRNA, complete cds 



5422 



Match length 

I identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



66 
59 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 

35700 

LIB3049-041-Q1-E1-H10 

BLASTX 

gl363492 

532 

1.0e-54 

119 
85 

outer envelope membrane protein OEP75 precursor - garden 
pea >gi_576507 (L36858) outer membrane protein [Pisum 
sativum] >gi_633607_emb_CAA58720_ (X837 67) chloroplastic 
outer envelope membrane protein (OEP75) [Pisum sativum] 

35701 

LIB304 9-042-Q1-E1-A1 

BLASTX 

g2570342 

280 

3.0e-31 

80 

86 

(U90929) glyoxalase II cytoplasmic isozyme [Arabidopsis 
thaliana] 

35702 

LIB3049-042-Q1-E1-A3 

BLASTN 

g!420886 

63 

6.0e-27 

144 

90 

Phaseolus vulgaris non-specific lipid transfer-like protein 
inRNA, complete cds 

35703 

LIB304 9-042-Q1-E1-C4 

BLASTN 

g3982595 

257 

1.0e-142 

269 
99 

Glycine max cationic peroxidase 2 
35704 

LIB304 9-042-Q1-E1-C5 
BLASTX 
g3282523 
309 

1.0e-28 
77 



(Prx2) mRNA, complete cds 



5423 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



71 

(AF025433) 



tyrosine/dopa decarboxylase [Papaver somnif erum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35705 

LIB3049-042-Q1-E1-D3 

BLASTN 

g2104678 

43 

2.0e-15 

71 
90 

V.faba inRNA for transcription factor containing HMG-box 
35706 

LIB3049-042-Q1-E1-D6 

BLASTN 

gl8644 

218 

1.0e-119 

326 
91 

Soybean mRNA for HMG-1 like protein 
35707 

LIB3049-042-Q1-E1-F4 

BLASTX 

g475257 

156 

1.0e-14 

51 

90 

(M95065) similar to ribosomal protein L19 [Zea mays] 
35708 

LIB3049-042-Q1-E1-G11 

BLASTX 

g3183088 

175 

1.0e-12 

82 

43 

PROBABLE NONSPECIFIC LIPID-TRANSFER PROTEIN AKCS9 PRECURSOR 

(LTP) >gi 629658_pir S47084 lipid transfer like protein - 

cowpea >gi_499034_emb_CAA56113_ (X79604) lipid transfer 
like protein [Vigna unguiculata] 

35709 

LIB3049-042-Q1-E1-G3 

BLASTN 

g669002 

162 

4.0e-86 

166 

99 

Glycine max calnexin mRNA, complete cds 



Seq. No. 



35710 



5424 






Seq. ID 


LIB304 9-04 3-Q1-E1-G5 




rJC tiiuu 


BLAST N 




NCBI GI 


g303900 




BLAST 'score 


92 




J_i V CI -L l-l>3 


2.0e-44 




LiCl 1— Oil _L \3l iy (—11 


181 




ID _L LX I, y 


45 




NCBI Description 


Soybean gene for ubiquitin, complete cds 




O e • i. » v • 


35711 




Seq. ID 


LIB3049-043-Q1-E1-G7 




L w ie L iiuu. 


BLASTN 




NCBI GI 


gl70071 




BLAST score 


287 




Hi V Cl-L U.G 


1.0e-160 




I/IGL L, Oil xciiy til 


310 




& i Hon*} - "1 +" \7 


99 




NCBI Descriotion 


Soybean calmodulin (SCaM-2) mRNA, complete 




O " • LN KJ • 


35712 




Seq. ID 


LIB304 9-043-Q1-E1-G8 




LiC L.11UU. 


BLASTX 




NCBI GI 


gl053045 




BLAST score 


223 




£j V CL J. Lie 


2.0e-18 


if;"!: 


r'iciL-oii j-tsiiyi-ii 


81 






60 


:; ; 


WPRT He**? print ion 


(U38424) histone H3 [Glycine max] 




Can Klri 


35713 




Seq. ID 


LIB3049-044-Q1-E1-A11 




1*1 e unocji 


RT.ASTX 




NCBI GI 


g3201554 




BLAST score 


152 




E value 


3.0e-20 




Match length 


97 




% identity 


54 




NCBI Description 


(AJ006501) beta-D-glucosidase [Tropaeolum : 



cds 



Seq. No. 35714 

Seq. ID LIB3049-044-Q1-E1-D9 

Method BLASTX 

NCBI GI g3377797 

BLAST score 292 

E value 2.0e-26 

Match length 100 

% identity 61 t 

NCBI Description (AF075597) Similar to 60S ribosome protein LI 9; coded tor 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14 056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 35715 

Seq. ID LIB3049-044-Q1-E1-E9 

Method BLASTX 

NCBI GI gl703375 



5425 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



166 

2.0e-24 

88 

73 

ADP-RIBOSYLATION FACTOR 1 >gi_965483_dbj_BAA08259_ (D45420) 
DcARFl [Daucus carota] 

35716 

LIB304 9-044-Q1-E1-F3 

BLASTX 

gl255951 

228 

5.0e-19 

72 
72 

(X96932) PS60 [Nicotiana tabacum] 
35717 

LIB3049-045-Q1-E1-C8 

BLASTX 

g2213877 

239 

3.0e-20 

86 

60 

(AF003197) glutamine synthetase [Hevea brasiliensis] 
35718 

LIB3049-045-Q1-E1-D4 

BLASTX 

g541943 

223 

2.0e-18 

55 

73 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

35719 

LIB3049-046-Q1-E1-A10 

BLASTN 

gl336081 

78 

4.0e-36 

82 

99 

Glycine max var. Century ascorbate peroxidase 2 (APx2) 
mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



35720 

LIB3049-046-Q1-E1-A12 

BLASTX 

g541943 

163 

2.0e-ll 

78 

42 



5426 



NCBI Description metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35721 

LIB3049-046-Q1-E1-C12 

BLASTX 

g2129562 

190 

8.0e-15 

75 
55 

class III ADH, glutathione-dependent formaldehyde 
dehydrogenase. - Arabidopsis thaliana 
>gi_1143388_emb_CAA57973_ (X82647) class III ADH, 
glutathione-dependent formaldehyde dehydrogenase. 
[Arabidopsis thaliana] 



Seq. No. 


jj / ZZ 


beq. 1JJ 


LiXO-JUfl^ U^IO y± CjX 


Method 


DT 71 C TV 


NCBI bl 




rsiiAbi score 


101 


E value 


o n^i— 1 1 


Match length 


OU 


% identity 


62 


NCBI Description 


(AF128393) No definition line found [Arabidop; 


Seq. No. 




Seq. ID 


LiDjU4y-u4o"yi bi uo 


Method 


BLASTN 


NCbl bl 


gz 4 u / / o y 


BLAST score 


50 


E value 


o . Ue-iy 


Match length 


i i q 

1 1^7 


Q- 1 /^V T*l "f" 1 +'TT 

is luentiLy 


Q1 


NCBI Description 


Glycine max grrl (grrl) mRNA, complete cds 


Seq. No. 


35724 


Seq. ID 


LIB3049-048-Q1-E1-F12 


Method 


BLASTX 


NCBI GI 


g3075394 


BLAST score 


355 


E value 


6.0e-34 


Match length 


104 


% identity 


63 


NCBI Description 


(AC004484) putative beta-ketoacyl-CoA synthas> 




thaliana] >gi_3559809_emb_CAA09311_ (AJ010713 




protein [Arabidopsis thaliana] 


Seq. No. 


35725 


Seq. ID 


LIB3049-048-Q1-E1-F5 


Method 


BLASTX 


NCBI GI 


gl708424 


BLAST score 


230 


E value 


2.0e-19 


Match length 


86 


% identity 


55 



5427 



NCBI Description 



ISOFLAVONE REDUCTASE HOMOLOG >gi_1230614 (U48590) 
isoflavone reductase-like protein [Lupinus albus] 



Seq. No, 


35726 


Seq. ID 


LIB3049-049-Q1-E1-E5 


Method 


BLASTX 


WCRT GI 


a2499114 


RT.A^T ^rrtTP 
n i '"v * oouic 


282 


ill vdl Lit; 


2 . Oe-25 


Mai~ph 1 pncrth 

1 1G. L- v^ll J_Cliy U-li 


103 




53 




VACUOLAR ASSEMBLY PROTEIN VPS 41 HOMOLOG >ai 


(U86663) aVps41p [Arabidopsis thaliana] 


Seq. No. 


35727 


Seq. ID 


LIB304 9-049-Q1-E1-F4 




BLASTX 




a2267593 




142 


F. 1 n p 

1—1 Vd-l-UC 


2. Oe-09 


lid Lull J_CilLJL.il 


54 


^ lucu l. J. 


52 


"NTfRT Dp^rrinti on 

LNL^J-JX. UCOLlipulUU 


(AF009.411) glycine-rich RNA-binding protein 


Seq. No* 


35728 


Seq. ID 


LIB3049-049-Q1-E1-G8 


i v ie LnoQ 


RT.A^TN 
ox-urio x v* 




Lj JUt X. _J / *J 


oixcio i score 


C C 


Imp 
Hi V d-L U.C 


4 Oe-22 


A A — » -W- | a v"\ /*c"f* 

riaucn xencjen 


i 


lctenuicy 


ftft 
o o 


LNL^Xj X. UCOL/I±pLlUll 


vri np max mRNA for Drofilin, PR01 


Seq, No. 




Seq. ID 


LIB3049-050-Q1-E1-A5 


Method 


BLASTX 


MfDT (IT 
1NUDX OX 


a2500354 


DJ-inu 1 oLUic 


233 


Hi VaXUc 


9 . Oe-20 


Match 1 pnnth 


61 


t> lUciiuiLy 


U _7 




fiD<3 RTRO^OMAT, PROTF.TN L10 (EOM} >ai 19028 94 


(AB001891) QM family protein [Solanum melon 


Seq. No. 


35730 


Seq. ID 


LIB3049-050-Q1-E1-B4 


Method 


BLASTX 


NCBI GI 


g2961300 


BLAST score 


239 


E value 


2.0e-20 


Match length 


72 



% identity 

NCBI Description 



67 

(AJ225027) ribosomal protein L24 [Cicer arietinum] 



Seq. No. 
Seq. ID 



35731 

LIB3049-050-Q1-E1-F5 



5428 



Method 


BLASTN 


NCBI GI 


gl208702 


BLAST score 


75 


F. 1 hp 

lit v ci -J- LJ. 


3.0e-34 


Ma'hoVi 1 on rr t" n 

LTiClLOlJ. -LCliy L.J.I 


126 


§■ i (Hon "f~ t i - w 


99 


NPRT Dp pt i r>"t* ion 


Glvcine max 




35732 


Sea ID 


LIB3049-051 


Method 


BLASTX 


NCBI GI 


g3341443 


BLAST score 


254 


1—1 V U-L. 1--^ 


5. Oe-22 


Malrh 1 on n"f~ hi 

L. J.CL L. Oil -LCliVJ L. 11 


85 


^ -LLltill L.J. L.y 




LMV^-D-L UCDL-1 J.^ LJ.U11 


f AJ223074) 


c o rr NFn 


35733 


Seq. ID 


LIB3049-051 




BLASTN 


XffRT (IT 


a3900979 

^ ^ \J \J ^ t 






E value 


3.0e-13 


Match length 


129 


% identity 


88 


NCBI Description 


Eichhornia 




clone A 



H3 gene- partial cds, clone H3-DMAX 



acid phosphatase [Glycine max] 



crassipes mRNA for metallothionein-like protein, 



Seq. No. 


35734 


Seq. ID 


LIB304 9-051-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g2244876 


BLAST score 


327 


E value 


1.0e-30 


Match length 


95 


% identity 


63 


NCBI Description 


(Z97338) hypothetical 


Seq. No. 


35735 


Seq. ID 


LIB3049-052-Q1-E1-A8 


Method 


BLASTN 


NCBI GI 


g441456 


BLAST score 


40 


E value 


3.0e-13 


Match length 


68 


% identity 


90 


NCBI Description 


L.esculentum mRNA for 




>gi 2296161 emb A39963 




W09421794 


Seq. No. 


35736 


Seq. ID 


LIB3049-052-Q1-E1-H7 


Method 


BLASTX 


NCBI GI 


g2194143 


BLAST jscore 


139 


E value 


1.0e-08 



.1 A39963 Sequence 7 from Patent 



5429 



Match length 

% identity 

NCBI Description 



39 
64 

(AC002062) No definition line found [Arabidopsis thaliana] 



Seq. No. 


35737 


Seq. ID 


LIB3049-053-Q1-E1-A11 


Method 


BLASTX 


NCBI GI 


g4263722 


BLAST score 


260 


E value 


1.0e-22 


Match lencrth 


93 


% identity 


57 


NCBI Description 


(AC006223) putative glucan synthase [Arabidopsis thaliana] 


Seq. No. 


35738 


Seq. ID 


LIB304 9-053-Q1-E1-B10 




BLASTX 


NCBI GI 


g3687239 


"RT.AST ^rriTP 

J— » Uxi u i o \y A- \^ 


321 


E value 


8 .Oe-30 


Liu XCily L.U 


93 


% -J H C*T\ t" "1 +■ \7 


72 


NPBT Description 


(AC0Q5169) putative clathrin coat assembly protein 




[Arabidopsis thaliana} 


Seq. No. 


35739 




LIB304 9-053-O1-E1-B6 






IN Lj X Ul 


UO J / J JO 


BLAST score 


210 


TT 1 Tra 1 no 
Hi vaX Lit: 


i Op-114 

X • L/C? -L -L *± 




370 


% identity 


89 


NCRT Dp^rriDt] on 


Glycine max mRNA for mitotic cyclin bl-type, complete cds 


Seq. No. 


35740 


Seq. ID 


LIB3049-053-Q1-E1-C10 


Method 


BLASTN 




all29144 


BLAST score 


90 


R V3 1 1]P 

111 V d-L 


4 . Oe-43 


Mafph 1 oti rri - H 


170 


% identity 


88 


NCBI Description 


M.indica (Manila) THMF5 mRNA for 3-ketoacyl-coA thiolase E 


Seq. No. 


35741 


Seq. ID 


LIB3049-053-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


gl856971 


BLAST score 


385 


E value 


3.0e-37 


Match length 


98 



% identity 72 

NCBI Description (D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 



5430 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35742 

LIB3049-053-Q1-E1-F4 

BLASTX 

g3608128 

276 

2.0e-24 

104 

61 

(AC005314) hypothetical protein [Arabidopsis thaliana] 
>gi_4263794_gb_AAD15454_ (AC006068) hypothetical protein 
[Arabidopsis thaliana] 



Seq. No. 35743 

Seq. ID LIB3049-053-Q1-E1-G4 

Method BLASTN 

NCBI GI gl421750 

BLAST score 34 

E value 1.0e-09 

Match length 4 6 

% identity 93 

NCBI Description Pisum sativum S-adenosylmethionine decarboxylase mRNA, 
complete cds 

Seq. No. -35744 

Seq. ID LIB3049-054-Q1-E1-A6 

Method ' BLASTX 

NCBI GI g4539351 

BLAST score 320 

E value 1.0e-29 

Match length 120 

% identity 4 9 

NCBI Description (AL035539) putative protein [Arabidopsis thaliana] 

Seq. No. 35745 

Seq. ID LIB3049-054-Q1-E1-D5 

Method BLASTX 

NCBI GI g3169719 

BLAST score 199 

E value 2.0e-15 

Match length 61 

% identity 64 

NCBI Description (AF007109) similar to yeast dcpl [Arabidopsis thaliana] 

Seq. No. 35746 

Seq. ID LIB3049-054-Q1-E1-D7 

Method BLASTX 

NCBI GI g4056497 

BLAST score 24 9 

E value 3.0e-21 

Match length 107 

% identity 54 

NCBI Description (AC005896) putative histone H2B [Arabidopsis thaliana] 



Seq. No. 35747 

Seq. ID LIB3049-054-Q1-E1-E3 

Method BLASTX 

NCBI GI g3158476 



5431 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



338 

9.0e-32 

105 

72 

(AF067185) 



aquaporin 2 [Samanea saman] 



35748 

LIB3049-054-Q1-E1-H11 

BLASTX 

g730583 

154 

3.0e-10 

68 
51 

60S ACIDIC RIBOSOMAL PROTEIN P2 >gi_551267_emb_CAA55047_ 
(X78213) 60s acidic ribosomal protein P2 [ Parthenium 
argentatum] 

35749 

LIB3049-055-Q1-E1-A12 

BLASTN 

gl8551 

219 

1.0e-120 

324 
92 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

35750 

LIB3049-055-Q1-E1-C9 

BLASTX 

g3024020 

193 

2.0e-15 

50 

78 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 

35751 

LIB3049-055-Q1-E1-D10 

BLASTN 

g!370195 

52 

3.0e-20 

92 

89 

L.japonicus mRNA for small GTP-binding protein, RAB8D 
35752 

LIB3049-055-Q1-E1-F5 

BLASTX 

gl076485 

251 

9.0e-22 



5432 



Match length 

% identity 

NCBI Description 



74 
69 

SAM-synthetase - chickpea (fragment) 

>gi_732576_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



35753 

LIB3049-055-Q1-E1-G10 

BLASTN 

g310575 



BLAST score 


223 


E value 


1.0e-122 


Match length 


347 


% identitv 


94 


NCBI Description 


Glycine max nodulin-26 mRNA, complete cds 


Qp>rr Mr* 


35754 


Sprr ID 

ttaJ C M • J- 


LIB304 9-055-Q1-E1-H1 


Method 


BLASTX 


NCBI GI 


g3980254 


BLAST score 


359 


E value 


3.0e-34 


Ma t rh 1 e^ncrt h 


98 




70 




(AtTOnfiOS^ nprrtxi ^omal membrane Drotein fArabidoosis 




t ha 1 "i ana 1 




35755 


Sea. ID 


LIB3049-056-Q1-E1-A9 


Method 


BLASTX 


NC"RT OT 


a3204134 

u o ju« vy ~ -^y 


BLAST score 


497 


E value 


2.0e-50 


Match length 


131 


% i dent it v 


71 


1.1 \*r U _L i^r ^ O X. -L. k> 1— -I- W 1 X 


(AJ006771) beta-galactosidase [Cicer arietinum] 




35756 






Method 


BLASTX 


NCBI GI 


gl710587 


BLAST score 


126 


E value 


1.0e-12 


Match length 


62 


% identity 


69 


NCBI Description 


60S ACIDIC RIBOSOMAL PROTEIN P0 >gi_11968 97 (L4 6848) 




ribosomal protein P0 [Glycine max] 


Seq. No. 


35757 


Seq. ID 


LIB304 9-056-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


g4325382 


BLAST score 


241 


E value 


2.0e-20 


Match length 


72 



acidic 



% identity 

NCBI Description 



67 

(AF129075) 



T-COMPLEX PROTEIN 1, THETA SUBUNIT (TCP-1-THETA) 



5433 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



[Homo sapiens] 
35758 

LIB3049-056-Q1-E1-D12 

BLASTN 

g456713 

172 

6.0e-92 

264 

27 

Glycine max gene for ubiquitin, complete cds 
35759 

LIB304 9-056-Q1-E1-E4 

BLASTX 

g3880527 

129 

3.0e-09 

65 

62 

(Z74476) similar to Core histones H2A, H2B, H3 and H4; cDNA 
EST EMBL:T01147 comes from this gene; cDNA EST EMBL:C08843 
comes from this gene; cDNA EST EMBL:D74607 comes from this 
gene; cDNA EST EMBL:C07474 comes from this gene; 

35760 

LIB3049-056-Q1-E1-E5 

BLASTN 

gl!43318 

118 

8.0e-60 

238 
87 

Glycine max biotin carboxyl carrier protein precursor 
(accB-1) mRNA, complete cds 

35761 

LIB3049-056-Q1-E1-F11 

BLASTX 

gll72811 

257 

3.0e-41 

92 

91 

60S RIBOSOMAL PROTEIN L10-1 (PUTATIVE TUMOR SUPRESSOR SC34) 

>gi_1076751_pir S49575 ribosomal protein LlO.e, cytosolic 

- rice >gi_575355_eirib_CAA5733 9_ (X81691) putative tumor 
suppresser [Oryza sativa] 

35762 

LIB3049-056-Q1-E1-G10 

BLASTX 

g3043428 

388 

1.0e-37 

91 

76 



5434 




NCBI Description (AJ005346) 40S ribosomal protein S5 [Cicer arietinum] 

Seq. No. 35763 

Seq. ID LIB3049-056-Q1-E1-G11 

Method BLASTX 

NCBI GI gl370287 

BLAST score 425 

E value 5.0e-42 

Match length 105 

% identity 77 

NCBI Description (Z73553) core protein [Pisum sativum] 

Seq. No. 35764 

Seq. ID LIB3049-056-Q1-E1-G2 

Method BLASTX 

NCBI GI gl419088 

BLAST score 141 

E value 9.0e-09 

Match length 68 

% identity 4 9 

NCBI Description (Z71395) calreticulin [Nicotiana plumbaginif olia] 

Seq, No. 35765 

Seq. ID LIB3050-001-Q1-E1-A5 

Method BLASTX 

NCBI GI gl707364 

BLAST score 264 

E value 2.0e-23 

Match length 76 

% identity 74 

NCBI Description (X94 626) AATP2 [Arabidopsis thaliana] 

Seq. No. 35766 

Seq. ID LIB3050-001-Q1-E1-B10 

Method BLASTN 

NCBI GI gl8764 

BLAST score 89 

E value 2.0e-42 

Match length 181 

% identity 87 

NCBI Description G.max tefSl gene for elongation factor EF-la 

Seq. No. 35767 

Seq. ID LIB3050-001-Q1-E1-D11 

Method BLASTN 

NCBI GI gl70023 

BLAST score 66 

E value 9.0e-29 

Match length 278 

% identity 82 

NCBI Description Glycine max maturation-associated protein (MAT 9) mRNA, 
complete cds 

Seq. No. 35768 

Seq. ID LIB3050-001-Q1-E1-E1 

Method BLASTX 

NCBI GI g4185511 



5435 



(1) 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

•Match length 

% identity 

NCBI Description 



362 

1.0e-34 

87 
79 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 

35769 

LIB3050-001-Q1-E1-G3 

BLASTX 

gl350548 

175 

1.0e-12 

71 

49 

(L47609) heat shock-like protein [Picea glauca] 
35770 

LIB3050-002-Q1-E1-C10 

BLASTX 

g2995951 

316 

3.0e-29 

79 

80 

(AF053564) auxin-induced protein [Mesembryanthemum 
crystallinum] 



Seq. No. 


35771 


Seq. ID 


LIB3050-002-Q1-E1-C5 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


388 


E value 


0.0e+00 


Match length 


418 


% identity 


100 


NCBI Description 


Soybean heat-shock protein 


Seq. No. 


35772 


Seq. ID 


LIB3050-002-Q1-E1-D12 


Method 


BLASTX 


NCBI GI 


g498707 


BLAST score 


274 


E value 


2.0e-24 


Match length 


118 


% identity 


47 


NCBI Description 


(X78422) HYP1 [Arabidopsis 


Seq. No. 


35773 


Seq. ID 


LIB3050-002-Q1-E1-D4 


Method 


BLASTN 


NCBI GI 


gl204128 


BLAST score 


100 


E value 


5.0e-49 


Match length 


227 


% identity 


88 


NCBI Description 


M.sativa MMK2 mRNA for prot 



5436 





Seq. No. 


35774 




Seq. ID 


LIB3050-002-Q1-E1-E2 




Method 


BLASTX 




NCBI GI 


g4510398 




BLAST score 


325 




E value 


3.0e-30 




Match length 


96 




% identity 


64 




NCBI Description 


(AC006587) hypothetical protein [Arabidopsis ■ 




Seq. No. 


35775 




Seq. ID 


LIB3050-002-Q1-E1-F1 




Method 


BLASTX 




NCBI GI 


g3924597 




BLAST score 


173 




F. value* 


2.0e-12 




M^ir*?! 1 ^nrTi"h 


101 




% identity 


41 


3 


NPRT Dp^rri r>t~ ion 

\s J-J «L J— ^ » J— ~L~ *!• V«/ X X 


(AF069442) putative oxidoreductase [Arabidops 




Seq. No. 


35776 




Seq. ID 


LIB3050-003-Q1-E1-C11 




Method 


BLASTN 




NCBI GI 


gl69980 




BLAST score 


303 




E value 


1.0e-170 




Match length 


351 




% identity 


99 




NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) gene, 



complete cds 



Seq. No. 


35777 


Seq. ID 


LIB3050-003-Q1-E1-D9 


Method 


BLASTN 


NCBI GI 


g3021374 


BLAST score 


163 


E value 


1.0e-86 


Match length 


171 


% identity 


99 


NCBI Description 


Glycine max mRNA for profilin, PR01 


Seq. No. 


35778 


Seq. ID 


LIB3050-003-Q1-E1-H2 


Method 


BLASTX 


NCBI GI 


gl781322 


BLAST score 


210 


E value 


7.0e-17 


Match length 


104 


% identity 


44 


NCBI Description 


(Y104 62) peroxidase [Spinacia oleracea 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



35779 

LIB3050-004-Q1-E1-A7 

BLASTN 

gl208702 

79 

1.0e-36 



5437 



# 



Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 
100 

Glycine max his tone H3 gene, partial cds, clone H3-DMAX 
35780 

LIB3050-004-Q1-E1-C9 

BLASTN 

g531828 

46 

3.0e-17 

78 

90 

Cloning vector pSportl, complete cds 
35781 

LIB3050-004-Q1-E1-D12 

BLASTX 

g4545262 

150 

3.0e-10 

39 

67 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



35782 

LIB3050-004-Q1-E1-D5 

BLASTX 

g3935167 

168 

4.0e-12 

67 

49 

(AC004557) F17L21.10 



[Arabidopsis thaliana] 



35783 

LIB3050-004-Q1-E1-E5 

BLASTX 

g2894379 

223 

3.0e-18 

132 
34 

(Y14573) ring finger protein [Hordeum vulgare] 
35784 

LIB3050-004-Q1-E1-F1 

BLASTN 

gl69980 

35 

2.0e-10 

55 
91 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
35785 

LIB3050-004-Q1-E1-G8 



5438 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4218010 

426 

5.0e-42 

131 

67 

(AC006135) putative sugar transporter [Arabidopsis 
thaliana] >gi_4309720_gb_AAD154 90_ (AC006439) putative 
sugar transporter [Arabidopsis thaliana] 

35786 

LIB3050-005-Q1-K1-B8 

BLASTX 

g863000 

222 

1.0e-18 

55 
76 

(U27348) S-adenosyl-L-methionine synthetase [Populus 
deltoides] 



Seq. No. 


JO / O / 


beq. id 


T TR^fl R H — PlO R— fll — Kl —111 


Method 




NCBI GI 


g3860263 


BLAST score 


200 


E value 


0 . U6"1D 


Match lengtn 


/ 0 


% identity 


30 


NCBI Description 






thaliana] 


Seq. No. 


35788 


Seq. ID 


LIB3050-005-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g730456 


BLAST score 


205 


E value 


2.0e-16 


Match length 


78 


% identity 


55 


NCBI Description 


4 OS RIBOSOMAL PROTEIN S19 


Seq. No. 


35789 


Seq. ID 


LIB3050-005-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


gl742965 


BLAST score 


230 


E value 


3.0e-19 


Match length 


99 


% identity 


47 


NCBI Description 


(Y09562) HAPp48,5 protein 


Seq. No. 


35790 


Seq. ID 


LIB3050-005-Q1-K1-D5 


Method 


BLASTN 


NCBI GI 


g!055367 


BLAST score 


64 



5439 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



8.0e-28 

156 

85 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

35791 

LIB3050-005-Q1-K1-E1 

BLASTX 

g3738302 

179 

3.0e-13 

92 

45 

(AC005309) tubby-like protein [Arabidopsis thaliana] 
>gi_4249398 (AC006072) putative tubby protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

■E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35792 

LIB3050-005-Q1-K1-F11 

BLASTN 

g992916 

112 

3.0e-56 

248 

86 

Glycine max {clones 513 and 1221) acetyl coA carboxylase 
(ACCase-A) gene f complete cds 

35793 

LIB3050-005-Q1-K1-G1 

BLASTX 

g!709002 

298 

1.0e-27 

67 
84 

S-ADENOS YLMETH IONINE SYNTHETASE (METHIONINE 
ADENOSYLTRANSFERASE) (ADOMET SYNTHETASE) >gi_1033190 
(U38186) S-adenosyl methionine synthetase [Pinus banksiana] 

35794 

LIB3050-005-Q1-K1-G11 

BLASTX 

gl326022 

309 

9.0e-29 

80 
35 

(X01474) polyubiquitin precursor fragment [Saccharomyces 
cerevisiae] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



35795 

LIB3050-005-Q1-K1-G2 

-BLASTX 

g3618320 

187 



5440 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-14 

80 
50 

(AB001888) 



zinc finger protein [Oryza sativa] 



35796 

LIB3050-005-Q1-K1-G7 

BLASTX 

g2760362 

189 

1.0e-14 

71 

55 

(AF016511) 15.9 kDa subunit of RNA polymerase II 
[Arabidopsis thaliana] 



oeq • jno • 


"3R7Q7 


oeq. iu 


T,TR^n i sn-( 

JU-L .D.J \J *J U \ 


Method 


HT ZiQTV 




y ^ _L o ii 


£5LiAbi score 




E value 




i v ia ten lengtn 




-LU.fcsiiuit_y 


68 


NCBI Description 




Seq. No. 


35798 


Seq. ID 


LIB3050- 


Method 


BLASTN 


NCBI GI 


gl70048 


BLAST score ' 


84 


E value 


1.0e-39 


Match length 


216 


% identity 


71 


NCBI Description 


Glycine ] 




complete 


Seq. No. 


35799 


Seq. ID 


LIB3050- 


Method 


BLASTX 


NCBI GI 


g267072 


BLAST score 


239 


E value 


3.0e-20 


Match length 


88 


% identity 


52 


NCBI Description 


TUBULIN 




chain - 



serine/threonine kinase [Brassica oleracea] 



cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



■A-l CHAIN >gi_100072_pir_ 
•den pea >gi_2 075 8_emb_CA7 
beta-tubulin 1 [Pisum sativum] 

35800 

LIB3050-006-Q1-E1-G5 

BLASTN 

g456713 

241 

1.0e-133 

368 

32 



_S20868 tubulin beta-1 
38613 (X54844) 



5441 



NCBI Description Glycine max gene for ubiquitin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35801 

LIB3050-006-Q1-E1-G9 

BLASTX 

g3695408 

149 

1.0e-09 

79 
53 

(AF096373) contains similarity to Solanum lycopersicum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35802 

LIB3050-007-Q1-E1-B4 

BLASTX 

g3033389 

233 

2.0e-19 

133 

6 

(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35803 

LIB3050-007-Q1-E1-B5 

BLASTX 

g2982311 

383 

4.0e-37 
94 
74 

(AF051240) 
mariana] 



probable ubiquit in-conjugating enzyme E2 [Picea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35804 

LIB3050-007-Q1-E1-C10 

BLASTX 

g3290020 

208 

1.0e-16 

65 
68 

(AF044172) cysteine synthase; CS-A; O-acetylserine 
lyase; cytosolic isoform [Solanum tuberosum] 



(thiol) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35805 

LIB3050-007-Q1-E1-C3 

BLASTX 

g2181184 

333 

3.0e-31 

102 
62 

(Y13577) JR3 protein [Arabidopsis thaliana] 



5442 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35806 

LIB3050-007-Q1-E1-D3 

BLASTX 

g3402750 

379 

2.0e-36 

128 

56 

(AL031187) putative protein [Arabidopsis thaliana]^ 
35807 

LIB3050-007-Q1-E1-D5 

BLASTX 

g2623310 

332 

4.0e-31 

95 
66 

(AC002409) unknown protein [Arabidopsis thaliana] 
>gi_3402721 (AC004261) unknown protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35808 

LIB3050-007-Q1-E1-F3 

BLASTX 

g3738299 

334 

2.0e-31 

87 
75 

(AC005309) putative glutaredoxin [Arabidopsis thaliana] 
>gi_4249395 (AC006072) putative glutaredoxin [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35809 

LIB3050-008-Q1-E1-B1 

BLASTX 

gll8493 

160 

3.0e-ll 

87 
45 

ALDEHYDE DEHYDROGENASE, CYTOSOLIC {CLASS 1) 

>gi_104527_pir S14629 aldehyde dehydrogenase (NAD+) (EC 

1.2.1.3) 1, cytosolic - chicken >gi_63033_emb_CAA41679_ 
(X58869) aldehyde dehydrogenase (NAD+) [Gallus gallus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35810 

LIB3050-008-Q1-E1-D5 

BLASTX 

gl730081 

278 

9.0e-25 

99 

59 

PROTEIN L1R18B (LLPR10.1B) >gi_103 933 6__emb_CAA5 6299_ 
(X79975) L1R18B [Lupinus luteus] >gi_2183277 (AF002278) 



5443 



L1PR10.1B [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35811 

LIB3050-008-Q1-E1-E12 

BLASTX 

gl24230 

247 

1.0e-21 

64 
73 

INITIATION FACTOR 5A (EIF-5A) (EIF-4D) >gi_728 94_j>ir FIAAA 

translation initiation factor eIF-5A - alfalfa 
>gi_19601_emb_CAA42065_ (X59441) eukaryotic translation 
initiation factor 4D [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35812 

LIB3050-008-Q1-E1-E3 

BLASTN 

g609224 

151 

2.0e-79 

294 

88 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35813 

LIB3050-008-Q1-E1-F7 

BLASTX 

g2281637 

268 

1.0e-23 

90 

60 

(AF003099) AP2 domain containing protein RAP2 . 6 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35814 

LIB3050-008-Q1-E1-G5 

BLASTX 

g3426064 

237 

8.0e-25 

113 

54 

(AJ007588) monooxygenase [Arabidopsis thaliana] 
>gi_4467141_emb_CAB37510__ (AL035540) monooxygenase 2 (M02) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



35815 

LIB3050-009-Q1-E1-A11 

BLASTX 

g2245683 

101 

3.0e-09 
93 



5444 



% identity 

NCBI Description 



41 

(AF007211) peroxidase precursor [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35816 

LIB3050-009-Q1-E1-A12 

BLAST N 

g2245682 

52 

2.0e-20 

140 

85 

Glycine max peroxidase precursor (GMIPER1) mRNA, complete 
cds 



Seq. No* 


35817 


Seq. ID 


LIB3050-009-Q1-E1-D2 




RLASTN 


LN \-, 3D X UX 


y j w _i X j / m 




1 Ofi " 


l^ 1 Inn 

Hi vul LiC 


1 . Oe-53 


TV/T *a -f- /i V» 1 on rr~H Vi 


900 

C. \J VJ 


-5 luenLiLy 


ft Q 

O 27 


MPRT np^rri nt* "i on 


Glycine max mRNA for profilin, PR01 


Seq. No. 


35818 


Seq. ID 


LIB3050-009-Q1-E1-E12 




DJjn.o l /\ 




g / jujjo 


rsijfioi score 


X DO 


IL value 


O . \J t! xz. 


i v ia.L.cn j_enyT_.ii 


4 7 


% identity 


70 




60S RIBOSOMAL PROTEIN L23 >gi 310933 (L18 915) 60S 


n"m+*^H n cmhnnit" T.I 7 fNicotiana tabacuml 


Seq. No. 


35819 


Q orf TFj 


T.TR^O^O-OOQ-OI -F 1 ? 


Mpt nnd 


BLASTX 


NCBI GI 


g3378650 


BLAST score 


206 


E value 


2.0e»17 


Match length 


74 


% identity 


72 


NCBI Description 


(X97606) abscisic acid activated [Medicago sativa] 


Seq. No. 


35820 


Seq. ID 


LIB3050-009-Q1-E1-G2 


Method 


BLASTX 


NCBI GI 


g3063701 


BLAST score 


310 


E value 


2.0e-28 


Match length 


114 


% identity 


55 


NCBI Description 


(AL022537) putative protein [Arabidopsis thaliana] 


Seq. No. 


35821 


Seq. ID 


LIB3050-010-Q1-E1-B4 



ribosomal 



5445 



# 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g466330 

243 

6.0e-21 

77 
68 

(L31352) 



hexose carrier [Ricinus communis] 



35822 

LIB3050-010-Q1-E1-B5 

BLASTN 

g!8725 

69 

1.0e-30 

185 
86 

Soybean (G. max) 
antigen (PCNA) , 



mRNA for proliferating cell nuclear 
partial 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



35823 

LIB3050-010-Q1-E1-B9 

BLASTN 

g3264758 

55 

2.0e-22 

135 

87 

Prunus armeniaca 4 OS 
complete cds 



ribosomal protein S8 (RPS8) mRNA, 



35824 

LIB3050-010-Q1-E1-C10 

BLASTX 

g485518 

218 

9.0e-18 

60 
77 

ubiquitin / ribosomal protein CEP52 - rice 
>gi_303857_dbj__BAA02154_ (D12629) ubiquitin/ribosomal 
polyprotein [Oryza sativa] 

35825 

LIB3050-010-Q1-E1-C11 

BLASTN 

g3021374 

99 

2.0e-48 

155 

91 

Glycine max mRNA for profilin, PROl 
35826 

LIB3050-010-Q1-E1-D11 

BLASTN 

g456567 " 

46 



5446 




E value 8.0e-17 

Match length 125 

% identity 85 

NCBI Description Pisum sativum ubiquitin conjugating enzyme (UBC4), complete 
cds 

Seq. No. 35827 

Seq. ID LIB3050-010-Q1-E1-G3 

Method BLASTX 

NCBI GI g4204269 

BLAST score 171 

E value 2.0e-12 

Match length 101 

% identity 15 

NCBI Description (AC005223) 64111 [Arabidopsis thaliana] 

Seq. No. 35828 

Seq. ID LIB3050-011-Q1-E1-A10 

Method BLASTX 

NCBI GI g3702335 

BLAST score 211 

E value 6.0e-17 

Match length 69 

% identity 58 

NCBI Description (AC005397) putative DNA binding protein [Arabidopsis 
thaliana] 

Seq. No. 35829 

Seq. ID LIB3050-011-Q1-E1-B12 

Method BLASTX 

NCBI GI g3411177 

BLAST score 193 

E value 9.0e-15 

Match length 110 

% identity 38 

NCBI Description (AF076240) MocC [Rhizobium leguminosarum bv. viciae] 

Seq. No. 35830 

Seq. ID ^ LIB3050-011-Q1-E1-B6 

Method BLASTX 

NCBI GI g4455365 

BLAST score 156 

E value 2.0e-10 

Match length 63 

% identity 52 

NCBI Description (AL035524) putative protein [Arabidopsis thaliana] 

Seq. No. 35831 

Seq. ID LIB3050-011-Q1-E1-C7 

Method BLASTN 

NCBI GI g!69980 

BLAST score 296 

E value 1.0e-166 

Match length 376 

% identity 95 

NCBI Description Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 



5447 



Seq* No, 


35832 


Seq. ID 


LIB3050-011-Q1-E1-E2 




BLASTN 


NCBI GI 


gl69980 


BLAST score 


301 


E value 


1.0e-169 


Match length 


329 


% identitv 


98 


NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) gene, complete 


Seq. No. 


35833 


Seq. ID 


LIB3050-011-Q1-E1-E3 




BLASTN 


NCBI GI 


gl69980 


BLAST score 


53 


E value 


2.0e-21 


Match length 


105 


% identitv 


88 


NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) gene, complete 


Seq. No. 


35834 


Seq. ID 


LIB3050-011-Q1-E1-F6 




BLASTX 


NCBI GI 


g2832675 


BLAST score 


238 


F. 1 ne 

i_J V J- k.4. 


4.0e-20 


M^i~ph 1 pnerth 


49 




80 


NCBI Descriotion 


(AL021712) hypothetical protein [Arabidopsis thaliana; 


Qfarr No . 


35835 


Seq. ID 


LIB3050-011-Q1-E1-F9 




BLASTX 


NCBI GI 


g4538913 


BLAST score 


243 


E value 


1.0e-20 


Match 1 encrth 


109 


^ i de^nt it v 


54 


NCBI Description 


(AL049482) putative protein [Arabidopsis thaliana] 


Sea. No. 


35836 


Seq. ID 


LIB3050-011-Q1-E1-G11 




BLASTN 


NCBI GI 


g2815245 


BLAST score 


37 


E value 


2.0e-ll 


Match lenath 


97 


% identity 


86 


NPRT np^r Tint ion 


C.arietinum mRNA for class I type 2 metallothionein ( 




CanMT-2) 




35837 


Seq. ID 


LIB3050-012-Q1-E1-B4 


Method 


BLASTX 


NCBI GI 


g3947985 


BLAST score 


183 


E value 


9.0e-14 



5448 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



75 
55 

(U78 948) MADS-box protein 2 [Malus domestical 
35838 

LIB3050-012-Q1-E1-C2 

BLASTX 

g4336205 

215 

2.0e-17 

61 
61 

(AF077372) cytochrome b5 reductase [Zea mays] 
35839 

LIB3050-012-Q1-E1-E8 

BLASTX 

g2388565 

403 

2.0e-39 

93 
75 

(AC000098) Similar to Prunus pectinesterase (gb_X95991) . 
[Arabidopsis thaliana] , 

35840 

LIB3050-012-Q1-E1-F12 

BLASTN 

g2463568 

256 

1.0e-142 

281 

97 

Glycine max mRNA for squalene synthase, complete cds 
35841 

LIB3050-012-Q1-E1-G3 

BLASTX 

g2500354 

492 

8.0e-50 

95 

94 

60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_dbj_BAA19462_ 
(AB001891) QM family protein [Solanum melongena] 

35842 

LIB3050-013-Q1-E1-A10 

BLASTX 

g2132842 

326 

2.0e-30 

122 
52 

probable membrane protein YOL077c - yeast (Saccharomyces 
cerevisiae) >gi_1419909_emb_CAA99087___ (Z74819) ORF YOL077c 
[Saccharomyces cerevisiae] 



5449 





Seq. No. 


35843 




Seq. ID 


LIB3050-013-Q1-E1-C10 




Method 


BLASTX 




NCBI GI 


g2982324 




BLAST score 


99 




E value 


7.0e-ll 




Match length 


55 




% "i dent "i 1" v 


61 




NCBI Description 


(AF051247) defender against cell 






iuariana] 




Seq. No. 


35844 




Seq, ID 


LIB3050-013-Q1-E1-D4 




Method 


BLASTX 




NCBI GI 


g3329368 




BLAST score 


158 




E value 


8.0e-ll 




Match lencrth 


75 


:■ 


% identity 


44 


,~r~* 

, 


NCBI Description 


(AF031244) nodulin-like protein 




Sea. No. 


35845 


-'r : 


Sea ID 


LIB3050-013-Q1-E1-D8 




Method 


BLASTN 




NCBI GI 


gl8660 






77 




J-j vaxuc 


3 Oe-35 






202 






88 


y. 


NPRT Dpsrrinti on 

J.i| V^r U JL l~J ^ »J> W J- -L. O J. \y J. £ 


G.iTiax hsp22 gene for low MW heat 


: SBS i 


Seq. No. 


35846 


"""" 


Seq. ID 


LIB3050-013-Q1-E1-E2 




Mpt hod 


BLASTN 


■„-v 


NCBI GI 


g408791 




BLAST score 


60 




J— 1 YCl-i-U.^ 


2. Oe-25 




Matrh lencrth 


196 




?; i fipnt "i t v 

O XUC11LX L y 


83 




NCRT Dp sprint ion 


Glycine soja chloroplast oinega-3 






fFaddl mRNA. comDlete cds 




Seq. No. 


35847 




Seq. ID 


LIB3050-013-Q1-E1-G2 




Method 


BLASTN 




NCBI GI 


g3449322 




BLAST score 


45 




E value 


3.0e-16 




Match length 


193 



death 1 homolog [Picea 



heat shock protein 



% identity 

NCBI Description 



84 

Arabidopsis thaliana genomic DNA, chromosome 5, 
MXC17 7 complete sequence [Arabidopsis thaliana] 



PI clone: 



Seq. No. 
Seq. ID 
Method 



35848 

LIB3050-014-Q1-E1-A9 
BLASTX 



5450 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2245093 
136 

5.0e-13 

72 

65 

(Z97343) membrane channel protein [Arabidopsis thaliana] 
35849 

LIB3050-014-Q1-E1-C10 

BLASTN 

g2055227 

46 

9.0e-17 

132 

88 

Glycine max mRNA for SRC1, complete cds 
35850 

LIB3050-014-Q1-E1-F6 

BLASTX 

g4115918 

152 

2.0e-10 

49 

65 

(AF118222) similar to nascent polypeptide associated 
complex alpha chain [Arabidopsis thaliana] 



Seq. No. 


35851 


Seq. ID 


LIB3050-014-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


g4263722 


BLAST score 


327 


E value 


8.0e-31 


Match length 


79 


% identity 


75 


NCBI Description 


(AC006223) putative glucan 


Seq. No. 


35852 


Seq. ID 


LIB3050-014-Q1-E1-G8 


Method 


BLASTX 


NCBI GI 


g4056425 


BLAST score 


238 


E value 


4.0e-20 


Match length 


95 


% identity 


49 


NCBI Description 


(AC005322) ESTs gb_H36249, 




from this gene. [Arabidops; 


Seq. No. 


35853 


Seq. ID 


LIB3050-014-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g4406820 


BLAST score 


166 


E value 


6.0e-18 


Match length 


110 


% identity 


54 



5451 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AC006201) 
thaliana] 



putative ras superfamily member [Arabidopsis 



35854 

LIB3050-015-Q1-E1-A7 

BLASTX 

g3122357 

221 

3.0e-18 

59 

73 

PUTATIVE LIPOATE-PROTEIN LI GAS E B (LIPOATE BIOSYNTHESIS 
PROTEIN B) >gi_2494127 (AC002376) Contains similarity to 
Mycobacterium LIPB gene (gb_Q104041) . [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35855 

LIB3050-015-Q1-E1-B1 

BLASTX 

g4103635 

145 

4.0e-09 

92 
39 

(AF026538) ABA-responsive protein [Hordeum vulgare] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35856 

LIB3050-015-Q1-E1-B5 

BLASTX 

g3893081 

463 

2.0e-46 

105 

79 

(AJ012747) MLH1 protein [Arabidopsis thaliana] 
35857 

LIB3050-015-Q1-E1-C5 

BLASTX 

g548437 

151 

6.0e-10 

111 

37 

OSH1 PROTEIN >gi_1078479_pir S53463 SWH1 protein (version 

1) - yeast (Saccharomyces cerevisiae) >gi_456143 (L28920) 
Oshlp [Saccharomyces cerevisiae] 

35858 

LIB3050-015-Q1-E1-F6 

BLASTX 

gl432056 

174 

1.0e-12 

54 

57 

(U56834) WRKY3 [Petroselinum crispum] 



5452 



Seq. No. 


35859 


Seq. ID 


LIB3050-015-Q1-E1-F8 


Method 


BLASTX 


NCBI GI 


^ ft ^ r -1 /- 

g3935167 


BLAST score 


107 


E value 


6.0e-10 


Match length 


71 


% identity 


52 


NCBI Description 


(AC004557) F17L21.10 


Seq, No. 


35860 


Seq. ID 


LIB3050-015-Q1-E1-F9 


Method 


BLASTX 


NCBI GI 


gl21345 


BLAST score 


244 


E value 


5.0e-33 


Match length 


109 


% identity 


70 


NCBI Description 


GLUTAMINE SYNTHETASE 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



-2 (ISOZYME ALPHA) 

{ GLUTAMATE — AMMONIA LIGASE) >gi_68593_pir AJFBQA 

glutamate — ammonia ligase (EC 6.3.1.2) alpha, cytosolic 
kidney bean >gi_21013_emb_CAA27632_ (X04002) glutamine 
synthetase subunit (aa 1-356) [Phaseolus vulgaris] 

>gi_225068_prf 1208270B synthetase R2,Gln [Phaseolus 

vulgaris] 

35861 

LIB3050-016-Q1-E1-B4 

BLASTN 

gl370177 

45 

3.0e-16 

125 
84 

L.japonicus mRNA for small GTP-binding protein, RAB5A 



35862 

LIB3050-016-Q1-E1-C5 

BLASTN 

gl69980 

374 

0.0e+00 

390 

99 

Soybean heat-shock protein 



(Gmhsp26-A) gene, complete cds 



35863 

LIB3050-016-Q1-E1-G11 

BLASTX 

g66009 

153 

3.0e-10 

73 
49 

gl ycer aldehyde- 3 -phosphat e dehydr o gena s e 
cytosolic - maize >gi_22238_emb_CAA30151_ 



(EC 1.2.1. 
(X07156) 



12) C, 
GADPH 



5453 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AA 1-337) [Zea mays] 
35864 

LIB3050-017-Q1-E1-A12 

BLASTX 

gl498053 

154 

4.0e-19 

87 

67 

(U64436) ribosomal protein S8 [Zea mays] 



35865 

LIB3050-017-Q1-E1-C8 

BLASTX 

g3402672 

215 

1.0e-17 

84 

54 

(AC004 697) putative white protein 



[Arabidopsis thaliana] 



35866 

LIB3050-017-Q1-E1-D8 

BLASTX 

g399014 

170 

2.0e-12 

60 

53 

ADP, ATP CARRIER PROTEIN (ADP/ATP TRANSLOCASE) 
NUCLEOTIDE TRANSLOCATOR) (ANT) >gi_99444_pir_ 
ADP, ATP carrier protein - Chlorella kessleri 



(M76669) ATP /ADP translocator [Chlorella kessleri] 



(ADENINE 
_A41677 
>gi_ 516597 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35867 

LIB3050-017-Q1-E1-E5 

BLASTX 

g3980393 

320 

8.0e-30 

102 

55 

(AC004561) 
thaliana] 



putative glutathione S-transf erase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35868 

LIB3050-017-Q1-E1-G3 

BLASTX 

g3426064 

231 

3.0e-19 

75 

60 

(AJ007588) monooxygenase [Arabidopsis thaliana] 
>gi_4467141_emb_CAB37510_ (AL035540) monooxygenase- 2 (M02) 
[Arabidopsis thaliana] 



5454 



Seq. No. 


35869 


Seq. ID 


LIB3050-017-Q1-E1-H8 


Method 


BLASTX 


NCBI GI 


g4220480 


BLAST score 


204 


E value 


4.0e-16 


Match length 


122 


% identity 


38 


NCBI Description 


(AC006069) unknown protein [Arabidopsis thaliana] 


Seq. No. 


35870 


Seq. ID 


LIB3050-018-Q1-E1-A10 


Method 


BLASTX 


NCBI GI 


g3881189 


BLAST score 


167 


E value 


9.0e-12 


Match length 


56 


% identity 


50 


NCBI Description 


(Z99281) similar to ADP-ribosylation factor; cDNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 

35871 

LIB3050-018-Q1-E1-A4 

BLASTN 

g2565339 

56 

1.0e-22 

180 
84 

Lupinus luteus ribosomal protein S14 (rpsl4) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35872 

LIB3050-018-Q1-E1-A7 

BLASTN 

g303900 

250 

1.0e-138 

347 

32 

Soybean gene for ubiquitin, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



35873 

LIB3050-018-Q1-E1-A9 

BLASTX 

g4510348 

259 

1.0e-22 

99 

51 

(AC0 06921) unknown protein 
35874 

LIB3050-018-Q1-E1-B3 



[Arabidopsis thaliana] 



5455 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



BLASTX 

g416650 

236 

6.0e-20 

101 

48 

PROBABLE GLUTATHIONE S-TRANSFERASE (AUXIN- INDUCED PROTEIN 

PGNT35/PCNT111) >gi_100304__pir S16268 auxin-induced 

protein (clone pGNT35) - common tobacco 
>gi_19797_emb_CAA39706_ (X56265) auxin-induced protein 
[Nicotiana tabacum] >gi_19801_emb_CAA39710_ (X56269) 
auxin-induced protein [Nicotiana tabacum] 



Seq. No. 


35875 


Seq. ID 


LIB3050-018-Q1-E1-B8 


Method 


BLASTX 


NCBI GI 


g632734 


BLAST score 


485 


E value 


4.0e-49 


Match length 


103 


% identity 


79 


NCBI Description 


(S72452) CBP20=pathogen- 




"Drotein 1 rlonp pfonPO — 




rNi pot - i i~ 3ln^3 r , nm=*h nhfl r*i 




aa] [Nicotiana tabacum] 


Seq. No. 


35876 


Seq. ID 


LIB3050-018-Q1-E1-D6 


Method 


BLASTN 


NCBI GI 


g3334662 


BLAST score 


54 


E value 


9.0e-22 


Match length 


166 


% identity 


83 


NCBI Description 


G.max mRNA for putative < 


Seq. No. 


35877 


Seq. ID 


LIB3050-018-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


g!346765 


BLAST score 


171 


E value 


3.0e-12 


Match length 


53 


% identity 


72 


NCBI Description 


SERINE/THREONINE PROTEIN 



Samsun NN, leaves. Peptide, 21 



>gi_1084368_pir S52371 phosphoprotein phosphatase (EC 

3.1.3.16) PP1 - kidney bean >gi_2129870_pir S60053 

phosphoprotein phosphatase 1 - kidney bean 
>gi_667049_emb_CAA88254_ (Z48221) protein phosphatase PP1 
[Phaseolus vulgaris] 

Seq. No. 35878 

Seq. ID LIB3050-018-Q1-E1-E3 

Method BLASTN 

NCBI GI g403328 

BLAST score 36 

E value 7.0e-ll 



5456 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
89 

T.repens TrMTIB raRNA for metallothionein-like protein 
35879 

LIB3050-018-Q1-E1-E5 

BLASTX 

g4218116 

141 

9.0e-09 

37 

65 

(AL035353) putative protein [Arabidopsis thaliana] 
35880 

LIB3050-018-Q1-E1-E7 

BLASTX 

g2832658 

140 

6.0e-14 

68 
63 

(AL021710) putative protein [Arabidopsis thaliana] 
35881 

LIB3050-018-Q1-E1-F10 

BLASTN 

gll748 

96 

1.0e-46 

228 

86 

Nicotiana debneyi chloroplast 
ribosomal protein L2 



DNA for tRNA-Ile and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



35882 

LIB3050-018-Q1-E1-G10 

BLASTX 

g!27046 

247 

3.0e-21 

97 

53 

S-ADENOSYLMETHIONINE SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) >gi_304637 
(M61882) S-adenosylmethionine synthetase [Dianthus 

caryophyllus] >gi_228314_prf 1802406A Met (S-adenosyl) 

synthetase [Dianthus caryophyllus] 

35883 

LIB3050-018-Q1-E1-G3 

BLASTX 

g464981 

164 

6.0e-12 

50 
62 



5457 



NCBI Description UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN- PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi_388207 (L23762) 
ubiquitin carrier protein [Lycopersicon esculentum] 



Seq. No. 35884 

Seq. ID LIB3050-018-Q1-E1-H11 

Method BLASTX 

NCBI GI g4158230 

BLAST score 289 

E value 6.0e-26 

Match length 126 

% identity 48 

NCBI Description (Y18625) amylogenin [Triticum aestivum] 

Seq. No. 35885 

Seq. ID LIB3050-018-Q1-E1-H4 

Method BLASTN 

NCBI GI gl69980 

BLAST score 324 

E value 0.0e+00 

Match length 335 

% identity 99 

NCBI Description Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 

Seq. No. 35886 

Seq. ID LIB3050-018-Q1-E1-H8 

Method BLASTX 

NCBI GI gl370180 

BLAST score 344 

E value 2.0e-32 

Match length 109 

% identity 70 

NCBI Description (Z73939) RAB5B [Lotus japonicus] 

Seq. No. 35887 

Seq. ID LIB3050-019-Q1-K1-A6 

Method BLASTX 

NCBI GI g4038042 

BLAST score 395 

E value 1.0e-38 

Match length 98 

% identity 73 

NCBI Description (AC005936) putative DNA-binding protein [Arabidopsis 
thaliana] 

Seq. No. 35888 

Seq. ID LIB3050-019-Q1-K1-D11 

Method BLASTX 

NCBI GI g3738194 

BLAST score 165 

E value 6.0e-12 

Match length 75 

% identity 44 

NCBI Description (AL031854) hypothetical protein [Schizosaccharomyces pombe] 

Seq. No. 35889 

Seq. ID LIB3050-019-Q1-K1-E12 



5458 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTN 

g303900 

172 

5.0e-92 

271 

30 

Soybean gene for ubiquitin, complete cds 
35890 

LIB3050-019-Q1-K1-E2 

BLASTX 

g2317901 

168 

5.0e-12 

82 
50 

(U89959) Similar to vesicle transport protein, PIR 
Accession Number A55931 [Arabidopsis thaliana] 

35891 

LIB3050-019-Q1-K1-F2 

BLASTN 

gl8655 

78 

4.0e-36 

130 

90 

Soybean heat-shock gene hs6871 sequence 
35892 

LIB3050-019-Q1-K1-F6 

BLASTX 

g2829887 

234 

7.0e-20 

84 

60 

(AC002396) Hypothetical protein [Arabidopsis thaliana] 
35893 

LIB3050-019-Q1-K1-H8 

BLASTN 

g829118 

62 

1.0e-26 

114 
89 

P. vulgaris gene for cyclophilin 
35894 

LIB3050-020-Q1-K1-A1 

BLASTX 

g2213783 

232 

2.0e-19 

61 

70 



5459 



# 



NCBI Description (U89256) Pti5 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35895 

LIB3050-020-Q1-K1-B10 

BLASTN 

g3452082 

186 

1.0e-100 

190 

99 

Glycine max mRNA for polyubiquitin, partial 
35896 

LIB3050-020-Q1-K1-C12 

BLASTX 

g2961348 

138 

7.0e-09 

63 

48 

(AL022140) putative protein [Arabidopsis thaliana] 
35897 

LIB3050-020-Q1-K1-D5 

BLASTN 

g886099 

132 

3.0e-68 

204 

91 

Glycine max putative water channel protein (Pipl) mRNA, 
complete cds 

35898 

LIB3050-020-Q1-K1-F12 

BLASTX 

g266945 

149 

4.0e-10 

39 

79 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir SI 997 8 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35899 

LIB3050-020-Q1-K1-G2 

BLASTX 

g2224911 

380 

6.0e-37 

97 

72 

(U93048; 
carota] 



somatic embryogenesis receptor-like kinase [Daucus 



5460 



Seq. No. 


35900 


Seq. ID 


LIB3050-020-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g4455159 


BLAST score 


295 


E value 


5.0e-27 


Match length 


75 


% identity 


75 


NCBI Description 


(AL021687) putative protein 


Seq. No. 


35901 


Seq. ID 


LIB3050-020-Q1-K1-G8 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


38 


E value 


3.0e-12 


Match length 


86 


% identity 


66 


NCBI Description 


Glycine max gene for ubiquit 


Seq. No. 


35902 


Seq. ID 


LIB3050-020-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g3860250 


BLAST score 


158 


E value 


8.0e-ll 


Match length 


89 


% identity 


43 


NCBI Description 


(AC005824) putative chloropl 




[Arabidopsis thaliana] 


Seq. No. 


35903 


Seq. ID 


LIB3050-021-Q1-K1-C8 


Method 


BLASTN 


NCBI GI 


gl70071 


BLAST score 


80 


E value 


3.0e-37 


Match length 


191 


% identity 


86 


NCBI Description 


Soybean calmodulin (SCaM-2) 


Seq. No. 


35904 


Seq. ID 


LIB3050-021-Q1-K1-D10 


Method 


BLASTX 


NCBI GI 


g!084334 


BLAST score 


179 


E value 


3.0e-13 


Match length 


42 


% identity 


83 



NCBI Description 



calcium-dependent protein kinase (EC 2.7.1.-) 1 - 
Arabidopsis thaliana >gi_604880__dbj_BAA04829_ (D21805) 
calcium-dependent protein kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



35905 

LIB3050-021-Q1-K1-D12 
BLASTN 



5461 



NCBI GI 


g3021374 


BLAST score 


77 


E value 


2.0e-35 


Match length 


177 


% identity 


86 


NCBI Description 


Glycine max mRNA for profilin, PR01 


Seq. No. 


35906 


Seq. ID 


LIB3050-021-Q1-K1-D2 


Method 


BLASTX 


NCBI GI 


g3928150 


BLAST score 


177 


E value 


3.0e-13 


Match length 


45 


% identity 


69 


NCBI Description 


(AJ131049) hypothetical protein [Ci 


Seq. No. 


35907 


Seq. ID 


LIB3050-021-Q1-K1-D3 


Method 


BLASTN 


NCBI GI 


g531531 


BLAST score 


153 


E value 


1.0e-80 


Match length 


222 


% identity 


92 


NCBI Description 


P. sativum mitochondrion genes rpslO 


Seq. No. 


35908 


Seq. ID 


LIB3050-021-Q1-K1-E8 


Method 


BLASTN 


NCBI GI 


g!8642 


BLAST score 


78 


E value 


3.0e-36 


Match length 


118 


% identity 


92 


NCBI Description 


G.max mRNA from stress -induced gene 


Seq. No. 


35909 


Seq. ID 


LIB3050-022-Q1-K1-B12 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


306 


E value 


1.0e-172 


Match length 


389 


% identity 


96 


NCBI Description 


Soybean heat-shock protein (Gmhsp26 


Seq. No. 


35910 


Seq. ID 


LIB3050-022-Q1-K1-C5 


Method 


BLASTX 


NCBI GI 


g2979565 


BLAST score 


153 


E value 


3.0e-10 


Match length 


59 


% identity 


54 


NCBI Description 


(AC003680) putative sin3 associated 




[Arabidopsis thaliana] 



gene, complete cds 



(SAP18) 



5462 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35911 

LIB3050-022-Q1-K1-F2 

BLASTX 

g2651314 

209 

3.0e-17 
60 

63 ' , 

(AC002336) putative ribosomal protein S26 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35912 

LIB3050-022-Q1-K1-F8 

BLASTX 

g3876716 

274 

3.0e-24 

87 
51 

(Z4 6242) similar to Zinc finger, C3HC4 type (RING finger) 
[Caenorhabditis elegans] 

35913 

LIB3050-022-Q1-K1-G6 

BLASTN 

gl70065 

152 

4.0e-80 

165 

42 

Soybean (G.max) proline-rich cell wall protein (SbPRP2) 
gene, complete cds 



Seq. No. 


35914 


Seq. ID 


LIB3050-022-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g2370459 


BLAST score 


118 


E value 


4.0e-14 


Match length 


54 


% identity 


69 


NCBI Description 


(Y11987) FPF1 protein [Sinapis alba] 


Seq. No. 


35915 


Seq. ID 


LIB3050-023-Q1-K1-C3 


Method 


BLASTX 


NCBI GI 


gl053047 


BLAST score 


147 


E value 


2.0e-09 


Match length 


96 


% identity 


39 


NCBI Description 


(U38425) histone H3 [Glycine max] >gi 




histone H3 [Glycine max] >gi 1053051 




[Glycine max] 


Seq. No. 


35916 



5463 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3050-023-Q1-K1-C4 

BLASTX 

gl778143 

406 

6.0e-40 

104 
73 

(U66401) 
precursor 



phosphate/phosphoenolpyruvat e translocat or 
[Nicotiana tabacum] 



Seq. No. 


35917 


Seq. ID 


LIB3050-023-Q1-K1-F4 


Method 


BLASTN 


NCBI GI 


gl69980 


Diiiioi score 


ion 


E value 


6.0e-61 


Match length 


236 


% identity 


88 


NCBI Description 


Soybean heat-shock protein 


Seq. No. 


35918 


Seq. ID 


LIB3050-023-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


102 


E value 


4 . 0e-50 


Match length 


338 


% identity 


83 


NCBI Description 


Soybean heat-shock protein 


Seq. No. 


35919 


Seq. ID 


LIB3050-024-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


g2267582 


BLAST score 


50 


E value 


3.0e-19 


Match length 


122 


% identity 


85 


NCBI Description 


Gossypium hirsutum vacuolar 




complete cds 


Seq. No. 


35920 


Seq. ID 


LIB3050-024-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g3688181 


BLAST score 


100 


E value 


1.0e-08 


Match length 


78 


% identity 


51 


NCBI Description 


(AL031804) putative protein 




thaliana] 


Seq. No. 


35921 


Seq. ID 


LIB3050-024-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g3881189 


BLAST score 


148 



gene, complete cds 



E mRNA, 



[Arabidopsis 



5464 



E value 
Match length 
% identity 
NCBI Description 



1.0e-09 

53 

55 

(Z99281) similar to ADP-ribosylation factor; cDNA EST 
EMBL:C08179 comes from this gene; cDNA EST EMBL:C08337 
comes from this gene; cDNA EST EMBL:C09829 comes from this 
gene; cDNA EST yk291b4.5 comes from this gene; cDNA EST yk4 



Seq. No. 


35922 


Seq. ID 


LIB3050-024-Q1-K1-H12 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


273 


E value 


1.0e-152 


Match length 


325 


% identity 


96 


NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) 


Seq. No. 


35923 


Sea. ID 


LIB3050-025-O1-K1-A4 


Mpthoci 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


297 


E value 


1.0e-166 


Match length 


349 


% identity 


96 


NCBI Dpsrr int ion 


Soybean heat - shock protein (Gmhsp26~*A) 


Seq. No. 


35924 


Sea ID 


LIB3050-025-O1-K1 -A5 






NCBI GI 


g456568 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


53 


% identity 


64 


NCBI Description 


(L29077) ubiquitin conjugating enzyme [ 


Sea. No* 


35925 


Seq. ID 


LIB3050-025-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


a3980387 


BLAST score 


158 


E value 


6.0e-ll 


Match length 


78 


% identity 


42 


NCBI Description 


(AC004561) putative glutathione S-trans 




thaliana] 


Seq. No. 


35926 


Seq. ID 


LIB3050-025-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g3377797 


BLAST score 


188 


E value 


2.0e-14 


Match length 


80 


% identity 


54 



[Pisum sativum] 



transferase [Arabidopsis 



5465 



CI • 

NCBI Description (AF075597) Similar to 60S ribosome protein LI 9; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 


35927 


Seq. ID 


LIB3050-025-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g3122785 


BLAST score 


102 


E value 


4.0e-10 


Match length 


64 


% identity 


67 


NCBI Description 


40S RIBOSOMAL PROTEIN S14 >gi_2565340 (i 




protein S14 [Lupinus luteus] 


Seq. No. 


35928 


Seq. ID 


LIB3050-025-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


g3452143 


BLAST score 


136 


E value 


2.0e-70 


Match length 


136 


% identity 


100 


NCBI Description 


Glycine max mRNA for chalcone isomerase 


Seq. No. 


35929 


Seq. ID 


LIB3050-025-Q1-K1-G3 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


197 


E value 


1.0e-107 


Match length 


281 


% identity 


93 


NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) 


Seq. No. 


35930 


Seq. ID 


LIB3050-026-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4580469 


BLAST score 


209 


E value 


1.0e-16 


Match length 


96 


% identity 


51 


NCBI Description 


(AC006081) putative zinc finger protein 




thaliana] 


Seq. No. 


35931 


Seq. ID 


LIB3050-026-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g4531444 


BLAST score 


143 


E value 


6.0e-09 


Match length 


110 


% identity 


34 



(AF02607 9) ribosomal 



partial 



NCBI Description (AC006224) putative protein kinase [Arabidopsis thaliana] 



5466 



Seq. No. 


35932 


Seq, ID 


LIB3050-027-Q1-E1-C12 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


390 


E value 


0.0e+00 


Match length 


422 


% identity 


100 


NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) gene, complete 


Seq. No. 


35933 


Seq. ID 


LIB3050-027-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


gll69383 


BLAST score 


88 


E value 


1. Oe-08 


Match length 


58 


% identity 


55 


NCBI Description 


DNAJ PROTEIN HOMOLOG AT J >gi 535588 (L36113) putative 




[Arabidopsis thaliana] >gi 1582356 prf 2118338A AtJ2 




protein [Arabidopsis thaliana] 


Seq. No. 


35934 


Seq. ID 


LIB3050-027-Q1-E1-D10 


Method 


BLASTX 


NCBI GI 


g4455351 


BLAST score 


218 


E value 


1.0e-17 


Match length 


66 


% identity 


67 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


35935 


Seq. ID 


LIB3050-027-Q1-E1-F12 


Method 


BLASTX 


NCBI GI 


g4206787 


BLAST score 


173 


E value 


2.0e-12 


Match length 


40 


% identity 


82 


NCBI Description 


(AF112863) syntaxin-related protein Nt-syrl [Nicotxana 




tabacum] 


Seq. No. 


35936 


Seq. ID 


LIB3050-028-Q1-E1-E6 


Method 


BLASTX 


NCBI GI 


g3763927 


BLAST score 


197 


E value 


2.0e-15 


Match length 


107 


% identity 


35 


NCBI Description 


(AC004450) putative carboxyphosphoenolpyruvate mutase 




[Arabidopsis thaliana] 


Seq. No. 


35937 


Seq. ID 


LIB3050-028-Q1-E1-E8 



5467 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g!69980 

220 

1.0e-120 

344 

91 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



35938 

LIB3050-028-Q1-E1-F1 

BLASTX 

g3157951 

218 

1.0e-17 

82 

62 

(AC002131) Contains similarity to vesicle trafficking 
protein gb_U91538 from Mus musculus. ESTs gb_F15494 and 
gb_F14097 come from this gene. [Arabidopsis thaliana] 

35939 

LIB3050-028-Q1-E1-H3 

BLASTX 

g3150404 

168 

5.0e-12 

72 

57 

(AC004165) putative mitochondrial carrier protein 
[Arabidopsis thaliana] 

35940 

LIB3051-001-Q1-E1-D10 

BLASTN 

gl70023 

255 

1.0e-141 

331 
85 

Glycine max maturation-associated protein (MAT9) mRNA, 
complete cds 

35941 

LIB3051-001-Q1-E1-D11 

BLASTX 

g3702325 

175 

7.0e-13 

91 

41 

(AC005397) hypothetical protein [Arabidopsis thaliana] 
35942 

LIB3051-001-Q1-E1-F10 

BLASTN 

g531828 

37 



5468 



o 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-ll 

105 
84 

Cloning vector pSportl, complete cds 
35943 

LIB3051-001-Q1-E1-G3 

BLASTX 

gl350548 

142 

9.0e-09 

71 

42 

(L47609) heat shock-like protein [Picea glauca] 
35944 

LIB3051-002-Q1-E1-A6 

BLASTX 

g3980398 

167 

1.0e-ll 

111 
56 

(AC004561) putative tropinone reductase [Arabidopsis 
thaliana] 

35945 

LIB3051-002-Q1-E1-C12 

BLAST N 

g22075 

55 

2.0e-22 

87 

91 

Vigna unguiculata cDNA for stored cotyledon mRNA 
35946 

LIB3051-002-Q1-E1-C5 

BLASTX 

g3033382 

403 

2.0e-39 

110 
70 

(AC004238) unknown protein [Arabidopsis thaliana] 
35947 

LIB3051-002-Q1-E1-H6 

BLASTX 

g3786009 

322 

8.0e-30 

70 

87 

(AC005499) unknown protein [Arabidopsis thaliana] 



Seq. No. 



35948 



5469 



o 



Seq. ID 


LIB3051-003-Q1-E1-B4 


Method 


BLASTX 


NCBI GI 


g2924777 


BLAST score 


193 


E value 


7.0e-15 


Match length 


103 


% identity 


4 


NCBI Description 


(AC002334) putative receptor protein kinas< 




thaliana] 


Seq. No. 


35949 


Seq. ID 


LIB3051-003-Q1-E1-F5 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


35 


E value 


3.0e-10 


Match length 


36 


% identity 


60 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


35950 


Seq. ID 


LIB3051-003-Q1-E1-G2 


Method 


BLASTN 


NCBI GI 


gl8743 


BLAST score 


163 


E value 


1.0e-86 


Match length 


250 


% identity 


92 


NCBI Description 


G.max mRNA from stress-induced gene (SAM22 


Seq. No. 


35951 


Seq. ID 


LIB3051-003-Q1-E1-H12 


Method 


BLASTX 


NCBI GI 


g4371285 


BLAST score 


270 


E value 


1.0e-23 


Match length 


84 


% identity 


62 


NCBI Description 


(AC006260) hypothetical protein [Arabidops 


Seq. No. 


35952 


Seq. ID 


LIB3051-004-Q1-E1-B10 


Method 


BLASTX 


NCBI GI 


g2655098 


BLAST score 


169 


E value 


3.0e-24 


Match length 


82 


% identity 


70 


NCBI Description 


(AF023472) peptide transporter [Hordeum vu 


Seq. No. 


35953 


Seq. ID 


LIB3051-004-Q1-E1-C7 


Method 


BLASTN 


NCBI GI 


g2055229 


BLAST score 


124 


E value 


3.0e-63 


Match length 


348 



[Arabidopsis 



5470 



o 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 

Soybean mRNA for SRC2, complete cds 
35954 

LIB3051-004-Q1-E1-D6 

BLASTX 

g3668089 

259 

2.0e-22 

100 " ' 

51 

(AC004667) unknown protein [Arabidopsis thaliana] 
35955 

LIB3051-004-Q1-E1-F8 

BLASTN 

gl944341 

79 

6.0e-37 

118 

92 

Glycine max DNA for cysteine proteinase inhibitor, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35956 

LIB3051-004-Q1-E1-G5 

BLASTX 

g2435519 

309 

3.0e-28 

86 

73 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 



Seq. No. 


35957 


Seq. ID 


LIB3051-005-Q1-E1-C3 


Method 


BLASTX 


NCBI GI 


g2598589 


BLAST score 


447 


E value 


2.0e-44 


Match length 


119 


% identity 


71 


NCBI Description 


(Y15367) MtN19 [Medicago truncatula] 


Seq. No. 


35958 


Seq. ID 


LIB3051-005-Q1-E1-D8 


Method 


BLASTX 


NCBI GI 


g2132480 


BLAST score 


147 


E value 


2.0e-09 


Match length 


134 


% identity 


28 


NCBI Description 


probable membrane protein YDR205w - yeast 



cerevisiae) >gi_1122333_emb_CAA9234 4_ 
[Saccharomyces cerevisiae] 



(Saccharomyces 
Z68194) unknown 



5471 



II 



Seq. No. 


35959 


Seq. ID 


LIB3051-005-Q1-E1-F3 


Method 


BLASTN 


NCBI GI 


g454847 


BLAST score 


86 


E value 


1.0e-40 


Match length 


143 


% identity 


90 


NCBI Description 


Glycine max ribosomal protein Sll gene, complete 


Seq. No* 


35960 


Seq. ID 


LIB3051-006-Q1-E1-C10 


Method 


BLASTX 


NCBI GI 


g452593 


BLAST score 


234 


E value 


2. Oe-19 


Match length 


132 


% identity 


46 


NCBI Description 


(D21814) ORF [Lilium longif lorum] 


Seq. No. 


35961 


Seq. ID 


LIB3051-006-Q1-E1-D11 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


175 


E value 


1.0e-93 


M^tph 1 Plinth 

L ACL. L> Lll 


347 


% identity 


88 


NCBI Description 


G.max tefSl gene for elongation factor EF-la 


Seq. No. 


35962 


Seq. ID 


LIB3051-006-Q1-E1-E11 


Method 


BLASTX 


NCBI GI 


g2765091 


BLAST score 


182 


E value 


8 .0e-21 


Match length 


102 


% identity 


58 


NCBI Description 


(Y10982) putative cytochrome P450 [Glycine max] 


Seq. No. 


35963 


Seq. ID 


LIB3051-006-Q1-K1-C10 


Method 


BLASTN 


NCBI GI 


g2062691 


BLAST score 


36 


E value 


9. Oe-ll 


Match length 


39 


% i dent it v 


65 


NCBI Description 


Human sodium phosphate transporter (NPT4) mRNA, 




cds 


Seq. No. 


35964 


Seq. ID 


LIB3051-006-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gl699024 


BLAST score 


247 



5472 



II 



E value 
Match length 
% identity 
NCBI Description 



3.0e-21 

67 

60 

(U78866) genelOOO [Arabidopsis thaliana] >gi_l£99057 
(U78870) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35965 

LIB3051-006-Q1-K1-D11 

BLASTN 

gl8764 

94 

2.0e-45 

110 

96 

G.max tefSl gene for elongation factor EF-la 



Seq. No. 


35966 


Seq. ID 


LIB3051-006-Q1-K1-G10 


Method 


BLASTN 


NCBI GI 


g2465018 


RLAST score 


67 


xLi v a j- Li" 


3 0e-29 


Match length 


142 


% identity 


92 


NCBI Descriotion 


Fragaria ve^ca partial mRNA : 




gamma synthase 


Sea. No. 


35967 


Seq. ID 


LIB3051-007-Q1-E1-A1 




BLASTX 


NCBI GI 


g3882321 


RLAST score 


176 


\72t "1 no 


9.0e-13 


M^toh l^ncrth 


117 


% identitv 


36 


NCBI Description 


(AB018343) KIAA0800 protein 


Seq. No. 


35968 


Seq. ID 


LIB3051-007-Q1-E1-B11 


Method 


BLASTX 


NCBI GI 


g567893 


BLAST score 


150 


E value 


7.0e-10 


Match length 


78 


% identity 


44 


NCBI Description 


(L37382) beta-galactosidase-< 




[Cloning vector] 


Seq. No. 


35969 


Seq. ID 


LIB3051-007-Q1-E1-B12 


Method 


BLASTX 


NCBI GI 


gl!69200 


BLAST score 


313 


E value 


8.0e-29 


Match length 


108 


% identity 


62 


NCBI Description 


DNA- DAMAGE - RE PAIR/ T OLERAT I ON 



5473 



>gi_421829__pir S33706 DNA-damage resistance protein - 

Arabidopsis thaliana >gi_166694 (M98455) [Arabidopsis 
thaliana recombination and DNA-damage resistance protein 
(DRT111) mRNA, complete cds.], gene product [Arabidopsis 
thaliana] 



Seq. No* 


35970 


Seq. ID 


LIB3051-007-Q1-E1-B5 


Method 


BLASTX 


NCBI GI 


g461944 


BLAST score 


189 


E value 


1. Oe-14 


Match length 


75 


% identity 


51 


NCBI Description 


DNAJ PROTEIN H0M0L0G (DNAJ-1) >gi_18260_j 




(X67695) cs DnaJ-1 [Cucumis sativus] 


Seq. No. 


35971 


Seq. ID 


LIB3051-007-O1-E1-F10 


Method 


BLASTX 


NCBI GI 


g4415912 


RT.AST qrorp 


314 


E value 


7.0e-29 


Match length 


90 


% identity 


69 


NCBI Description 


(AC006282) putative protease [Arabidopsi- 


Sea No 


35972 


Sea ID 


LIB3051-007-O1-E1-G10 


Method 


BLASTX 


NCBI GI 


al403522 


BLAST score 


223 


E value 


2.0e-32 


Match length 


92 


% identity 


69 




fXS71871 rhitinase TPhaseolus vulaarisl 


Seq. No. 


35973 


Seq. ID 


LIB3051-007-Q1-E1-G5 


Method 


BLASTN 


NCBI GI 


g2062691 


BLAST score 


34 


E value 


7.0e-10 


Match length 


46 


% identity 


67 


NCBI Description 


Human sodium phosphate transporter {NPT4 




cds 



complete 



Seq. No. 35974 

Seq. ID LIB3051- 

Method BLASTN 

NCBI GI gl70065 

BLAST score 136 

E value 2.0e-70 

Match length 373 

% identity 18 
NCBI Description Soybean 



008-Q1-E1-B2 



(G.max) proline-rich cell wall protein (SbPRP2) 



5474 



gene, complete cds 



Seq. No. 


35975 


Seq. ID 


LIB3051-008-Q1-E1-C6 


Method 


BLASTN 


NCBI GI 


g2739043 


BLAST score 


380 


E value 


0.0e+00 


Match length 


384 


% identity 


100 


NCBI Description 


Glycine max polyphosphoinositide binding protein Sshlp 




(SSH1) mRNA, complete cds 


Seq. No. 


35976 


Seq. ID 


LIB3051-008-Q1-E1-C7 


Method 


BLASTN 


NCBI GI 


g2739043 


BLAST score 


91 


E value 


1.0e-43 


Match length 


139 


% identity 


92 


NCBI Description 


Glycine max polyphosphoinositide binding protein Sshlp 




(SSH1) mRNA, complete cds 


Seq. No. 


35977 


Seq. ID 


LIB3051-008-Q1-E1-D11 


Method 


BLASTN 


NCBI GI 


g3265097 


BLAST score 


57 


E value 


3.0e-23 


Match length 


106 


% identitv 


91 


NCBI Description 


Reseda alba 18S ribosomal RNA gene, partial sequence 


Seq. No. 


35978 


Seq. ID 


LIB3051-008-Q1-E1-E10 


Method 


BLASTX 


NCBI GI 


gl362073 


BLAST score 


338 


E value 


l-0e-31 


Match length 


126 


% identity 


54 


NCBI Description 


basic chitinase class 3 - cowpea >gi 8717 64 emb CAA61279 




(X88801) basic chitinase class 3 [Vigna unguiculata] 


Seq. No. 


35979 


Seq. ID 


LIB3051-008-Q1-E1-F7 


Method 


BLASTN 


NCBI GI 


g3850817 


BLAST score 


80 


E value 


5.0e-37 


Match length 


180 


% identity 


86 


NCBI Description 


Oryza sativa mRNA for U2 snRNP auxiliary factor, small 




subunit 35a 


Seq. No. 


35980 



5475 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-008-Q1-E1-G3 

BLASTX 

gll72977 

161 

5.0e-ll 

70 

51 

60S RIBOSOMAL PROTEIN L18 >gi_606970 (U15741) 
ribosomal protein L18 [Arabidopsis thaliana] 



cytoplasmic 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



35981 

LIB3051-008-Q1-E1-H12 

BLASTN 

gl8743 

198 

1.0e-107 

206 

99 

G.max mRNA from stress-induced gene (SAM22) 
35982 

LIB3051-008-Q1-E1-H5 

BLASTX 

g541546 

191 

8.0e-15 

93 

10 

ubiquitin precursor - Volvox carteri 

>gi_395295_emb_CAA52290_ (X74214) polyubiquitin [Volvox 
carteri] 

35983 

LIB3051-008-Q1-E1-H8 

BLASTN 

g2920665 

297 

1.0e-166 

301 

100 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 

35984 

LIB3051-009-Q1-E1-A7 

BLASTX 

g3901012 

189 

3.0e-14 

102 
44 

(AJ130885) xyloglucan endotransglycosylase 1 [Fagus 
sylvatica] 

35985 

LIB3051-009-Q1-E1-E1 
BLASTX 



5476 



NCBI GI g2244771 

BLAST score 140 

E value 3,0e-14 

Match length 87 

% identity 59 

NCBI Description (Z97335) kinesin homolog [Arabidopsis thaliana] 

Seq. No. 35986 

Seq. ID LIB3051-009-Q1-E1-G10 

Method BLASTX 

NCBI GI g2829912 

BLAST score 158 

E value 1.0e-10 

Match length 40 

% identity 70 

NCBI Description (AC002291) Similar ATP-dependent RNA Helicase [Arabidopsis 
thaliana] 

Seq. No. 35987 

Seq. ID LIB3051-009-Q1-E1-H4 

Method BLASTN 

NCBI GI g4218188 

BLAST score 62 

E value 3.0e-26 

Match length 141 

% identity 87 

NCBI Description Glycine max cytosolic glutamine synthetase (gsl5) gene 
promoter 

Seq. No. 35988 

Seq. ID LIB3051-010-Q1-E1-D7 

Method BLASTX 

NCBI GI g3080530 

BLAST score 177 

E value 8.0e-13 

Match length 119 

% identity 37 

NCBI Description (AL022600) hypothetical protein [Schizosaccharomyces pombe] 

Seq. No. 35989 

Seq. ID LIB3051-010-Q1-E1-F4 

Method BLASTX 

NCBI GI g4210449 

BLAST score 220 

E value 6.0e-18 

Match length 90 

% identity 50 

NCBI Description (AB016471) ARR1 protein [Arabidopsis thaliana] 

Seq, No. 35990 

Seq. ID LIB3051-010-Q1-E1-G1 

Method BLASTN 

NCBI GI g456713 

BLAST score 376 

E value 0.0e+00 

Match length 416 

% identity 29 



5477 



o 



NCBI Description Glycine max gene for ubiquitin, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



35991 

LIB3051-010-Q1-E1-G2 

BLASTX 

g4455223 

227 

7.0e-19 

83 
57 

(AL035440) putative DNA binding protein [Arabidopsis 
thaliana] 



35992 

LIB3051-010-Q1-E1-G6 

BLASTN 

g210811 

95 

5.0e-4 6 

293 

84 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



35993 

-LIB3051-011-Q1-E1-B8 
BLASTX 
g2980641 
260 

1.0e-22 

142 

40 

(Y11250) multi resistance protein 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



35994 

LIB3051-011-Q1-E1-C1 

BLASTX 

g3885340 

237 

6.0e-20 

115 

48 

(AC005623) unknown protein [Arabidopsis thaliana] 
35995 

LIB3051-011-Q1-E1-E4 

BLASTN 

g4097879 

73 

6.0e-33 

229 

83 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

35996 

LIB3051-011-Q1-E1-E9 



5478 



Method 


BLASTX 


NCBI GI 


g2105430 


BLAST score 


424 


E value 


7.0e-42 


Match length 


132 


% identity 


62 


NCBI Description 


(U97079) U5-116kD [Mus musculus] 


Seq. No. 


35997 


Seq. ID 


LIB3051-011-Q1-E1-F12 . 


Method 


BLASTX 


NCBI GI 


g4336436 


BLAST score 


163 


E value 


3.0e-ll 


Match length 


62 


% identity 


53 


NCBI Description 


(AF092432) protein phosphatase type 2C [ 


Seq. No. 


35998 


Seq. ID 


LIB3051-011-Q1-E1-F4 


Method 


BLASTN 


NCBI GI 


g2739005 


BLAST score 


62 


E value 


2 . Oe-26 


Match length 


126 


% identity 


87 


NCBI Description 


Glycine max cytochrome P450 monooxygenas 




(CYP93C1) mRNA, complete cds 


Seq. No. 


35999 


Seq. ID 


LIB3051-011-Q1-E1-G4 


Method 


BLASTX 


NCBI GI 


g99992 


BLAST score 


140 


E value 


3.0e-14 


Match length 


91 


% identity 


54 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



protein disulf ide-isomerase {EC 5.3.4.1) precursor - 
alfalfa (clone B2) >gi_166418 (M82973) putative 
endomembrane protein; putative [Medicago sativa] 

36000 

LIB3051-011-Q1-E1-H7 

BLASTX 

g2262178 

336 

2.0e-31 

138 

51 

(AC002329) putative Mlo-like protein [Arabidopsis thaliana] 
36001 

LIB3051-012-Q1-E1-B10 

BLASTX 

g3080411 

183 ^ 
1.0e-13 



5479 



CI 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value. 

Match length 

% identity 

NCBI Description 



99 
40 

(AL022604) putative protein [Arabidopsis thaliana] 
36002 

LIB3051-012-Q1-E1-C11 

BLASTX 

g541943 

327 

1.0e-30 

79 

73 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 


36003 


Seq. ID 


LIB3051-012-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g3322882 


BLAST score 


315 


E value 


3.0e-29 


Match length 


97 


% identity 


60 


NCBI Description 


(AE001234) leucyl-tRNA synthetas 




pallidum] 


Seq. No. 


36004 


Seq. ID 


LIB3051-012-Q1-E1-E4 


Method 


BLASTN 


NCBI GI 


g2661020 


BLAST score 


176 


E value 


2. Oe-94 


Match length 


272 


% identity 


91 


NCBI Description 


Glycine max catalase {cat4) mRNA 


Seq. No. 


36005 


Seq. ID 


LIB3051-012-Q1-E1-H5 


Method 


BLASTX 


NCBI GI 


g4262222 


BLAST score 


361 


E value 


1.0e-34 


Match length 


108 


% identity 


62 


NCBI Description 


(AC006200) putative RNA helicase 




thaliana] 


Seq. No. 


36006 


Seq. ID 


LIB3051-013-Q1-E1-A8 


Method 


BLASTX 


NCBI GI 


gl703200 


BLAST score 


136 


E value 


3.0e-10 


Match length 


76 


% identity 


54 



(leuS) [Treponema 



complete cds 



3' partial [Arabidopsis 



NCBI Description PROTEIN KINASE AFC 2 >gi_601789 (U16177) protein kinase 

[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 



5480 




protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 
[Arabidopsis thaliana] 



Seq. No. 


36007 


Seq. ID 


LIB3051-013-Q1-E1-C5 


Method 


BLASTX 


NCBI GI 


g4539453 


BLAST .score 


289 


E value 


6.0e-26 


Match length 


90 


% identity 


58 


NCBI Description 


(AL049500) putative ] 


Seq. No. 


36008 


Seq. ID 


LIB3051-013-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


g2352492 


BLAST score 


320 


E value 


1.0e-29 


Match length 


124 


% identity 


51 


NCBI Description 


(AF005047) transport 



hibitor response 1 [Arabidopsis 
thaliana] >gi_2352494 (AF005048) transport inhibitor 
response 1 [Arabidopsis thaliana] 



Seq. No. 


36009 


Seq. ID 


LIB3051-013- 


Method 


BLASTX 


NCBI GI 


g3355474 


BLAST score 


201 


E value 


8.0e-16 


Match length 


101 


% identity 


43 


NCBI Description 


(AC004218) i 


Seq. No. 


36010 


Seq. ID 


LIB3051-013 


Method 


BLASTX 


NCBI GI 


g3152577 


BLAST score 


175 


E value 


9.0e-13 


Match length 


96 


% identity 


44 


NCBI Description 


(AC002986) 




gb_D21138 f 


Seq. No. 


36011 


Seq. ID 


LIB3051-013 


Method 


BLASTX 


NCBI GI 


g2317901 


BLAST score 


279 


E value 


8.0e-25 


Match length 


121 


% identity 


54 



thaliana. [Arabidopsis thaliana] 



NCBI Description 



(U89959) Similar to vesicle transport protein, PIR 
Accession Number A55931 [Arabidopsis thaliana] 



5481 



36012 

LIB3051-013-Q1-E1-G6 
BLASTX 
g2501231 
188 

3.0e-14 
68 
60 

HYPOTHETICAL 38.1 KD PROTEIN >gi_99505_pir S24 930 

hypothetical protein - pink corydalis 
>gi_18258_erab_CAA45139_ (X63595) protein of unknown 

function [Corydalis sempervirens] >gi_444333_prf 1906382A 

pCSC71 protein [Corydalis sempervirens] 

36013 

LIB3051-013-Q1-E1-H10 
BLASTX 
g729880 
254 

6.0e-22 
77 
60 

CASEIN KINASE II BETA CHAIN (CK II) >gi_107 6299_pir S47967 

casein kinase II (EC 2.7.1.-) beta chain CKB1 - Arabidopsis 
thaliana >gi__468264 (L22563) casein kinase II beta subunit 
CKBl [Arabidopsis thaliana] 

Seq. No. 36014 

Seq. ID LIB3051-014-Q1-E1-A6 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 1.0e-10 

Match length 38 

% identity 44 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 36015 

Seq. ID LIB3051-014-Q1-E1-A7 

Method BLASTN 

NCBI GI gl8723 

BLAST score 155 

E value 9.0e-82 

Match length 167 

% identity 98 

NCBI Description Glycine max mRNA for pyrroline-5-carboxylate reductase 

Seq. No. 36016 

Seq. ID LIB3051-014-Q1-E1-A8 

Method BLASTX 

NCBI GI g3790581 

BLAST score 262 

E value 8.0e-23 

Match length 110 

% identity 44 

NCBI Description (AF079179) RING-H2 finger protein RHBla [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



5482 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36017 

LIB3051-014-Q1-E1-D11 

BLASTX 

gl077378 

316 

3.0e-29 

123 

12 

probable membrane protein YLR222c - yeast (Saccharomyces 
cerevisiae) >gi__609371 (U19027) Ylr222cp [Saccharomyces 
cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36018 

LIB3051-014-Q1-E1-E3 

BLASTX 

g4538981 

188 

3.0e-14 

122 

42 

(AL049487) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36019 

LIB3051-014-Q1-E1-G10 

BLASTN 

g210811 

56 

8.0e-23 

107 

90 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36020 

LIB3051-014-Q1-E1-G5 

BLASTX 

g3875417 

163 

3.0e-ll 

94 

36 

(Z83223) cDNA EST EMBL:D35113 comes from this gene; cDNA 
EST yk230c6.5 comes from this gene [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36021 

LIB3051-014-Q1-E1-H1 

BLASTN 

g472849 

264 

1.0e-147 

357 
93 

Glycine max Essex desiccation protectant protein 
homolog mRNA, complete cds 



Leal4 



5483 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36022 

LIB3051-014-Q1-E1-H11 

BLASTN 

gl69980 

334 

0.0e+00 

366 

98 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
36023 

LIB3051-015-Q1-E1-A12 

BLASTX 

g3036812 

311 

9.0e-29 

104 

58 

(AL022373) ATM-like protein [Arabidopsis thaliana] 
36024 

LIB3051-015-Q1-E1-A4 

BLASTN 

g2270989 

38 

5.0e-12 

74 

88 

Glycine max dehydrin (GmPM12) mRNA, complete cds 
36025 

LIB3051-015-Q1-E1-D11 

BLASTX 

g531829 

161 

5.0e-ll 

79 

44 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



36026 

LIB3051-015-Q1-E1-D2 

BLASTN 

gl8743 

69 

1.0e-30 

245 

82 

G.max mRNA from stress-induced gene (SAM22) 
36027 

LIB3051-015-Q1-E1-E5 

BLASTX 

g3886025 

154 

4.0e-10 



5484 




Match length 


yZ 


% identity 


3o 


NCBI Description 


(AF106576) similar to the nucleolar protein N0F1/N0P2 




family [Caenorhabditis elegans] 


Seq. No. 


36028 


Seq. ID 




Method 


□ T 7\ O fPV 


NCBI GI 


g2245020 


BLAST score 


350 


E value 


4 . ue— J o 


Match length 


Q A 


% identity 


/ 1 


NCBI Description 


(iy/j4tij growrn regulator nomoiog [HraDiuopsis tnaiianaj 


Seq. No. 


o c C\ o fi 

oDU2y 


oeq. lu 


t TD^n^i — m — em — pi i 


Method 


oliriO 1 A 


NCBI GI 


g3341685 


BLAST score 


150 


E value 


2 . Ue-13 


Match length 


ol 


% identity 


69 


NCBI Description 


[ALuujofZ} unknown protein [Araoiaopsis tnaiianaj 


Seq. No. 


36030 


Seq. ID 


LIB3051-015-Q1-E1-F9 


Metnoa 


■OTA OTV 

bliAbl a 


NCBI GI 


gl561774 


BLAST score 


350 


E value 


/ . Ue-4 o 


Match length 


121 


% identity 


83 


NCBI Description 


(U67426) malate dehydrogenase [Vitis vinifera] 


Seq. No. 


36031 


Seq. ID 


T TDOAC1 A1 C 1 fl nl 


Method 


DT 7\ OTH 


mpti t r* t 
NOBl CjI 


g4ooo / o 


BLAST score 


137 


E value 


5.0e-71 


Match length 


241 


% identity 


89 


NCBI Description 


Medicago sativa Regen S clone pH3cl31 histone H3.2 mRNA, 




complete cds 


Seq. No. 


36032 


Seq. ID 


LIB3051-016-Q1-E1-A10 


Method 


tiliilO 1 A 


NCBI GI 


g3142303 


BLAST score 


332 


E value 


5.0e-31 


Match length 


133 


% identity 


44 



NCBI Description (AC002411) Strong similarity to MRP-like ABC transporter 
gb_U92650 from A, thaliana and canalicular multi-drug 
resistance protein gb_L49379 from Rattus norvegicus. 



5485 



# 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36033 

LIB3051-016-Q1-E1-B5 

BLASTX 

g2801442 

364 

9.0e-35 

120 

60 

(AF028338) ubiquit in-conjugating enzyme 15 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36034 

LIB3051-016-Q1-E1-C1 

BLASTX 

g2129820 

646 

9.0e-68 

129 

85 

chitinase (EC 3.2.1.14) class II - peanut 
>gi_1237025__emb_CAA57773_ (X82329) chitinase 
[Arachis hypogaea] 



(class II) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36035 

LIB3051-016-Q1-E1-D9 

BLASTN 

g927504 

74 

2.0e-33 

130 

89 

P. sativum mRNA for fructose-1, 6-biphosphate aldolase 
(clone aldcyt2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36036 

LIB3051-016-Q1-E1-E6 

BLASTX 

g2507421 

180 

2.0e-13 

55 
65 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_44 90709_emb_CAB38843. 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



36037 

LIB3051-016-Q1-E1-F9 

BLASTX 

g4538964 

401 

4.0e-39 

108 

69 



5486 



NCBI Description (AL049488) NAM /NAP like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36038 

LIB3051-016-Q1-E1-H6 

BLASTN 

g2062691 

33 

5.0e-09 

33 
100 

Human sodium phosphate transporter 
cds 



(NPT4) mRNA, complete 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36039 

LIB3051-017-Q1-E1-A11 

BLASTN 

g475603 

60 

1.0e-25 

116 
88 

Glycine max Century 84 beta-1, 3-glucanase mRNA, partial cds 



36040 

LIB3051-017-Q1-E1-B11 

BLASTX 

g99992 

146 

3.0e-09 

98 
39 

protein disulf ide-isomerase (EC 5.3.4, 
alfalfa (clone B2) >gi_ 166418 (M82973) 



1) precursor - 
putative 



endomembrane protein; putative [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36041 

LIB3051-017-Q1-E1-C2 

BLASTX 

g3021266 

173 

1.0e-12 

90 

44 

(AL022347) serine/threonine kinase - like protein 
[Arabidopsis thaliana] >gi_3292840_emb_CAA19830_ (AL031018) 
serine/threonine kinase - like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36042 

LIB3051-017-Q1-E1-D3 

BLASTX 

g4467147 

280 

5.0e-25 

128 
46 

(AL035540) putative protein [Arabidopsis thaliana] 



5487 



Seq. No. 36043 

Seq. ID LIB3051-017-Q1-E1-E2 

Method BLASTX 

NCBI GI g441457 

BLAST score 297 

E value 3.0e-27 

Match length 69 

% identity 81 

NCBI Description (X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 

Seq. No. 36044 

Seq. ID LIB3051-017-Q1-E1-F11 

Method BLASTX 

NCBI GI g2245099 

BLAST score 364 

E value 9.0e-35 

Match length 138 

% identity 54 

NCBI Description (Z97343) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 36045 

Seq. ID LIB3051-017-Q1-E1-G7 

Method BLASTX 

NCBI GI gl!77405 

BLAST score 136 

E value 6.0e-18 

Match length 115 

% identity 46 

NCBI Description (X89855) citrate binding protein [Hevea brasiliensis] 

Seq. No. 36046 

Seq. ID LIB3051-017-Q1-E1-H12 

Method BLASTX 

NCBI GI g4322421 

BLAST score 238 

E value 5.0e-20 

Match length 133 

% identity 41 

NCBI Description (AF085230) cadmium resistance factor 1 [Arabidopsis 
thaliana] 

Seq. No. 36047 

Seq. ID LIB3051-018-Q1-E1-A1 

Method BLASTN 

NCBI GI g2780193 

BLAST score 58 

E value 7.0e-24 

Match length 154 

% identity 86 

NCBI Description Lupinus albus mRNA for adenine nucleotide translocator 

Seq. No. 36048 

Seq. ID LIB3051-018-Q1-E1-A3 

Method BLASTX 

NCBI GI g2655098 



5488 



BLAST score 172 

E value 2.0e-12 

Match length 72 

% identity 53 

NCBI Description (AF023472) peptide transporter [Hordeum vulgare] 

Seq, No. 36049 

Seq. ID LIB3051-018-Q1-E1-D1 

Method BLASTX 

NCBI GI g3075397 

BLAST score 313 

E value 8.0e-29 

Match length 120 

% identity 55 

NCBI Description (AC004484) hypothetical protein [Arabidopsis thaliana] 





36050 


Sea ID 


LIB3051-018-Q1-E1-D2 


Method 


BLASTN 


NCBI GI 


g2370311 


RLAST score 


148 


E value 


1.0e-77 


M^tr'h 1 pnnth 


321 


% identity 


86 


NCBI Description 


Medicago sativa mRNA for DnaJ-like protein 


*J \£ * LN W • 


36051 




LIB3051-018-O1-E1-E7 


Method 


BLASTX 


1M ^ J_> _L Ul 


a3912927 


"RT Z\QT qpnrp 

OJ-LTlO J. OUUI c 


141 


R va 1 lip 


1. 0e-08 


Matr*h 1 encrth 


115 




33 




(AF001308) hypothetical protein [Arabidopsi 


Seq. No. 


36052 


Seq. ID 


LIB3051-018-Q1-E1-E9 


Method 


BLASTN 


NCBI GI 


gl8743 


BLAST score 


68 


E value 


8.0e-30 


Match length 


188 


% identity 


85 


NCBI Description 


G.max mRNA from stress-induced gene (SAM22) 


Seq. No. 


36053 


Seq. ID 


LIB3051-018-Q1-E1-F6 


Method 


BLASTX 


NCBI GI 


g3023305 


BLAST score 


142 


E value 


9.0e-09 


Match length 


98 


% identity 


41 


NCBI Description 


ALTERNATIVE OXIDASE 3 PRECURSOR >gi_1946338 




alternative oxidase [Glycine max] 



(U87907) 



5489, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36054 

LIB3051-018-Q1-E1-H3 

BLASTX 

g4467095 

166 

5.0e-13 

93 
51 

(AL035538) putative protein [Arabidopsis thaliana] 
36055 

LIB3051-018-Q1-E1-H6 

BLASTX 

g416731 

236 

9.0e-20 

115 

40 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi_255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays=corn, Peptide, 170 aa] [Zea mays] 
>gi_1588 669_prf 2209273A Zml3 [Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36056 

LIB3051-019-Q1-E1-A12 

BLASTX 

g3763918 

172 

1.0e-12 

63 
57 

(AC004450) putative isopropylmalate dehydratase 
[Arabidopsis thaliana] 

36057 

LIB3051-019-Q1-E1-A8 

BLASTN 

g479059 

184 

4.0e-99 

368 

88 

G.rnax (Fiskeby V) mRNA for cysteine endopeptidase 
36058 

LIB3051-019-Q1-E1-B11 

BLASTX 

g4539423 

288 

2.0e-27 

80 

70 

(AL049171) pyrophosphate-dependent phosphof ructo-1- kinase 
[Arabidopsis thaliana] 



Seq. No. 



36059 



5490 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-019-Q1-E1-B4 

BLASTX 

g2088651 

289 

6.0e-26 

110 

52 

(AF002109) hypersensitivity-related gene 201 isolog 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36060 

LIB3051-019-Q1-E1-C3 

BLASTX 

g3643249 

296 

7.0e-27 

123 

49 

(AF090143) thaumatin-like protein precursor Mdtll [Malus 
domestical 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



36061 

LIB3051-019-Q1-E1-D4 

BLASTX 

g2829926 

151 

9.0e-10 

53 
62 

(AC002291) Hypothetical protein [Arabidopsis thaliana] 
36062 

LIB3051-019-Q1-E1-E6 

BLASTX 

g2244989 

165 

2.0e-ll 

79 

52 

(Z97340) strong similarity to naringenin 3-di oxygenase 
[Arabidopsis thaliana] 

36063 

LIB3051-019-Q1-E1-F10 

BLASTX 

g2245032 

211 

8.0e-17 

99 

44 

(Z97342) gibberellin oxidase homolog [Arabidopsis thaliana] 
36064 

LIB3051-019-Q1-E1-F3 

BLASTX 

g2459412 

418 



5491 



E value 
Match length 
% identity 
NCBI Description 



4.0e-41 

141 

56 

(AC002332) putative G9a protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36065 

LIB3051-019-Q1-E1-F5 

BLASTX 

gl351856 

205 

4.0e-17 

76 

62 

ACONITATE HYDRATASE, CYTOPLASMIC (CITRATE HYDRO-LYASE) 
(ACONITASE) >gi_868003_dbj_BAA06108_ (D29629) aconitase 
[Cucurbit a sp.] 



Seq. No. 


36066 




Seq. ID 


LIB3051-019- 


■Ql- 


Method 


BLASTN 




NCBI GI 


g479059 




BLAST score 


109 




E value 


1.0e-54 




Match length 


175 




% identity 


95 




NCBI Description 


G.max {Fiskeby 


Seq. No. 


36067 




Seq. ID 


LIB3051-019- 


-Ql- 


Method 


BLASTN 




NCBI GI 


g2920665 




BLAST score 


38 




E value 


1.0e-12 




Match length 


94 




% identity 


85 




NCBI Description 


Glycine max 


2, 



mRNA for cysteine endopeptidase 



-D5 



(GSTa) mRNA, complete cds 



Seq. No. 


36068 


Seq. ID 


LIB3051-019-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3461828 


BLAST score 


141 


E value 


1.0e-08 


Match length 


63 


% identity 


43 


NCBI Description 


(AC004138) unknown protein [Arab: 


Seq. No. 


36069 


Seq. ID 


LIB3051-020-Q1-E1-A4 


Method 


BLASTN 


NCBI GI 


g2252639 


BLAST score 


52 


E value 


3.0e-20 


Match length 


128 


% identity 


85 


NCBI Description 


Genomic sequence of Arabidopsis 



5492 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Arabidopsis thaliana] 
36070 

LIB3051-020-Q1-E1-B11 
BLASTX * 
g2689720 
144 

2.0e-09 

76 

37 

(AF037168) DnaJ homologue [Arabidopsis thaliana] 
36071 

LIB3051-020-Q1-E1-D4 

BLASTX 

g4335731 

357 

6.0e-34 

142 

49 

(AC006248) putative polyprotein [Arabidopsis thaliana] 



36072 

LIB3051-020-Q1-E1-D6 

BLASTX 

g2499555 

336 

7.0e-33 

139 

58 

PHYTOCHROME TYPE A >gi_1848273 
[Lathyrus sativus] 



(U84970) phytochrome type A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36073 

LIB3051-020-Q1-E1-E9 

BLASTX - 

gl076331 

292 

1.0e-26 

77 
73 

histidine transport protein - Arabidopsis thaliana 
>gi 510238 emb CAA54634_ (X77503) oligopeptide transporter 
1-1" [Arabidopsis thaliana] >gi_744157_prf_2014244A His 
transporter [Arabidopsis thaliana] 

36074 

LIB3051-020-Q1-E1-F3 

BLASTN 

g791097 

126 

2.0e-64 

323 

89 

P. vulgaris plsB mRNA 



Seq. No. 



36075 



5493 



beq. ±u 


LlDOUOi U/Z yi J\l DO 


Method 


BLASTX 


NCBI GI 


g2244827 


BLAST score 


158 


E value 


6 . Ue-11 


Match length 


57 


% identity 


32 


NCBI Description 


(Z97336) hypothetical protein [Arabidopsis 


Seq. No. 


36076 


Seq. ID 


LIBoUbl-uzz-Ql-Kl-Gl 


Method 


tit i\ p rpyi 

BLASTN 


NCBI GI 


g516853 


BLAST score 


91 


E value 


7 . Oe-44 


Match length 


131 


% identity 


38 


NCBI Description 


Soybean SUBI-2 gene for ubiquitin, coinplet 


Seq. No. 


ooU7 / 


beq. ID 


LIBJUOl-Uzo-yi-Kl-AIz 


Method 


BLASTX 


NCBI GI 


g3953478 


BLAST score 


495 


E value 


3 . Oe-50 


Match length 


129 


% identity 


76 


NCBI Description 


(ALuUzozo) Jtzzuz.Zj LAraDiaopsis tnalianaj 


Seq. No. 


36078 


Seq. ID 


LIB3051-023-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3123230 


BLAST score 


267 


E value 


2.0e-23 


Match length 


138 


% identity 


38 


NCBI Description 


EUKARYOTIC TRANSLATION INITIATION FACTOR 3 




(EIF-3 BETA) (EIF3 P116) [EIF3 PllO) >gi 2 




eukaryotic translation initiation factor [ 


Seq. No. 


36079 


Seq. ID 


LIB3051-023-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


gl911166 


BLAST score 


492 


E value 


7 . Oe-50 


Match length 


126 


% identity 


35 


NCBI Description 


(X94400) soluble-starch-synthase [Solanum 


Seq. No. 


36080 


Seq. ID 


LIB3051-023-Q1-K1-C1 


Method 


BLASTX 


NCBI GI 


g3075391 


BLAST score 


433 


E value 


7.0e-43 



BETA SUBUNIT 
558668 (U78525) 



5494 



Match length 

% identity 

NCBI Description 



115 
71 

(AC004484) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36081 

LIB3051-023-Q1-K1-C2 

BLASTX 

g2117303 

144 

4.0e-09 

51 

59 

(Z95620) n-acetylglucosaminyl-phosphatidylinositol 
[Schizosaccharomyces pombe] 





*J \J \J KJ 


C prr TV) 


JjlD J W J 1 \J C~ ^ -L L\J- *J 




RT A^TNF 
DixriO l in 




ct1305548 

U J- V **J \J ~ \J 


jdJj/io i score 


j / 


E value 






89 


o -LvjICH < i_ i_ y 


91 


JJcbLI ±pux(Jii 


fill t7*"»n no nia v aQnarsffi ti o 1 


Seq. No. 


36083 


Seq. ID 


LIB3051-023-Q1-K1-D1 




LJ±jr\0 J. LN 




y j. o / f o 


i3j_ifio i score 


.7 -7 


Hi v d J_ Hfci 


2 . Oe-48 
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NCBI Description 


G.max mRNA from, stress—. 


Seq. No. 


36084 


Seq. ID 


LIB3051-023-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


gl34194 


BLAST score 


273 


E value 


2.0e-24 


Match length 


86 


% identity 


63 


NCBI Description 


STRESS- INDUCED PROTEIN 




hypothetical protein - 




(X60043) ORF [Glycine m 


Seq. No. 


36085 


Seq. ID 


LIB3051-023-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


80 


E value 


4.0e-37 


Match length 


288 



(SAM22) 



SAM22 >gi_99918_pir S20518 

soybean >gi_18744_emb_CAA4264 6_ 



% identity 

NCBI Description 



83 

G.max tefSl gene for elongation factor EF-la 



5495 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36086 

LIB3051-023-Q1-K1-G11 

BLASTX 

gll97461 

406' 

2.0e-43 

93 

92 

(X78819) casein kinase 



I [Arabidopsis thaliana] 



36087 

LIB3051-023-Q1-K1-G2 

BLASTX 

g3603353 

187 

4.0e-14 

108 

41 

(AF074843) peroxisomal targeting signal type 1 receptor 
[Arabidopsis thaliana] 

36088 

LIB3051-024-Q1-K1-C2 

BLASTN 

gl8743 

153 

7.0e-81 

205 

95 

G.max mRNA from stress-induced gene (SAM22) 
36089 

LIB3051-024-Q1-K1-D3 

BLASTX 

g3450842 

199 

5.0e-16 

59 

59 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



36090 

LIB3051-024-Q1-K1-E6 

BLASTN 

g456713 

294 

1.0e-164 

381 

28 

Glycine max gene for ubiquitin, complete cds 
36091 

LIB3051-024-Q1-K1-H10 

BLASTX 

g4415936 

154 



5496 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-10 

41 
63 

(AC006418) unknown protein [Arabidopsis thaliana] 
36092 

LIB3051-025-Q1-K1-A11 

BLASTX 

g3122264 

290 

4.0e-26 

123 

43 

PUTATIVE EUKARYOTIC TRANSLATION INITIATION FACTOR 3 ALPHA 
SUBUNIT (EIF-3 ALPHA) (EIF3 P150) >gi_2281117 (U49332) 
150-kD protein [Dictyostelium discoideum] 

36093 

LIB3051-025-Q1-K1-A6 

BLASTN 

g4102858 

35 

2.0e-10 

55 
91 

Populus tremuloides cytoplasmic superoxide dismutase 1 
(SODcytl) mRNA, complete cds 



36094 

LIB3051-025-Q1-K1-B1 

BLASTX 

gl561774 

449 

1.0e-44 

134 
78 

(U67426) malate dehydrogenase 



[Vitis vinifera] 



36095 

LIB3051-025-Q1-K1-B5 

BLASTN 

g3821780 

36 

1.0e-10 

39 
62 

Xenopus laevis cDNA clone 27A6-1 
36096 

LIB3051-025-Q1-K1-B8 

BLASTX 

g4376650 

141 

1.0e-08 

49 

55 

(AE001621) GcpE Protein [Chlamydia pneumoniae] 



5497 



Seq. No. 


36097 


Seq. ID 


LIB3051-025-Q1-K1-F8 


Mp1" hod 


BLASTN 


NCBI GI 


gl752733 


BLAST score 


80 


E value 


5.0e-37 


Match length 


320 


& -i Hpnt* it v 


82 


NCBI Description 


Glycine max mRNA for beta-glucan-elicitor receptor, 




complete cds 


Seq. No. 


36098 


Sea. ID 


LIB3051-026-Q1-K1-A11 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


149 


E value 


2.0e-78 


Mai-ch lencrth 


251 


% identity 


34 


NPRT Dpsrrit)tion 

Li V^/ J-J >w» *w X> JL* K-/ W ^> *^ * 4 


Glycine max gene for ubiquitin, complete cds 


Seq. No. 


36099 


OCl^t X u 


LIB3051-026-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


gl8521 


RLAST <;rore 

i—> ±ACMJ -L O V^> V_/ J_ ^ 


207 


J_j Vul U.™ 


1 Oe-113 

_L • \J ***** -L .J- *J 


nat-L.il icny lu 


381 


3; -1 rJpnt" it v 


57 


J. L/C O >. E — L^J LXU11 


Soybean 5S rDNA gene for 5S rRNA 


Sea No . 


36100 


Sea ID 


LIB3051-026-Q1-K1-C3 


Method 


BLASTN 


NCBI GI 


gl8743 


BLAST score 


76 


R va 1 lip 

Hi V d-L- LA\i- 


1.0e-34 


Mafoh 1 £i-n nt" Vi 

i.lO.L.^11 J.C11U Ull 


348 


?; identitv 


81 


MPRT Dp^rri ni~ "i on 


G.max mRNA from stress- induced gene (SAM22) 


Seq. No. 


36101 


Sea ID 


LIB3051-026-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g3879531 


BLAST score 


154 


E value 


3-0e-10 


Match length 


104 


% identity 


33 


NCBI Description 


(Z49130) cDNA EST EMBL:M75904 comes from this gene, 



comes from this gene; cDNA EST EMBL:D7 6244 comes from this 
gene; cDNA EST EMBL:D73235 comes from this gene; cDN 



Seq. No. 
Seq. ID 



36102 

LIB3051-026-Q1-K1-D1 



5498 





Method 


BLASTX 




NCBI GI 


gl I oo yzo 




BLAST score 


155 




E value 


2.0e-14 




Match length 


109 




% identity 


44 




NCBI Description 


(AE00034 4) quinolinate synthetase, B protein [Escheric 






coli J 




Seq. No. 


36103 




Seq. ID 


LIB3051-026-Q1-K1-D9 




Method 


BLASTX 




NCBI GI 


q2828294 




BLAST score 


383 




E value 


5 . Oe-37 




Match length 


107 




% identity 


77 




u 


NCBI Description 


(AL021687) putatative protein [Arabidopsis thaliana] 


:. ris 
Hi; 


Seq. No. 


36104 




Seq. ID 


LIB3051-026-Q1-K1-E11 


ni 


Method 


BLASTN 




NCBI GI 


g2654121 




BLAST score 


54 


Hi; 


E value 


2.0e-21 




Match length 


118 




% identity 


86 




NCBI Description 


Arabidopsis thaliana ribosomal protein L23a (AtrpL23a) 


'!.,.„„ 




inRNA, complete cds 




Seq. No. 


36105 




Seq. ID 


LIB3051-026-Q1-K1-H7 




Method 


BLASTN 




NCBI GI 


g2661014 


P 


BLAST score 


96 




E value 


8 . 0e-47 




Match length 


212 




% identity 


86 




NCBI Description 


Glycine max catalase (catl) mRNA, complete cds 




Seq. No. 


36106 




Seq. ID 


LIB3051-027-Q1-K1-A4 




Method 


BLASTX 




NCBI GI 


g2829910 




BLAST score 


462 




E value 


3.0e-46 




Match length 


141 




% identity 


16 




NCBI Description 


(AC002291) Unknown protein, contains regulator of 






chromosome condensation motifs [Arabidopsis thaliana] 




Seq. No. 


36107 




Seq. ID 


LIB3051-027-Q1-K1-A8 




Method 


BLASTX 




NCBI GI 


g3551247 




BLAST score 


338 




E value 


1.0e-31 



5499 



fl 



m 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



67 
99 

(AB012703) 



181 [Daucus carota] 



36108 

LIB3051-027-Q1-K1-B5 

BLASTX 

g4544404 

336 

2.0e-31 

106 
67 

(AC007047) unknown protein [Arabidopsis thaliana] 



36109 

LIB3051-027-Q1-K1-B8 

BLASTX 

g2245071 

194 

8.0e-15 

78 
55 

(Z97342) hypothetical protein 



[Arabidopsis thaliana] 



36110 

LIB3051-028-Q1-K1-A9 

BLASTX 

g3914019 

142 

7.0e-13 

55 
75 

S-ADENOSYLMETHIONINE 
ADENOSYLTRANSFERASE) 



SYNTHETASE (METHIONINE 

(ADOMET SYNTHETASE) >gi_2305014 



(AF004317) 
acuminata] 



S-adenosyl-L-methionine synthetase homolog [Mu 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36111 

LIB3051-028-Q1-K1-B5 

BLASTX 

gl514643 

318 

9.0e-30 

81 

67 

(Z70524) PDR5-like ABC transporter 



[Spirodela polyrrhiza] 



36112 

LIB3051-028-Q1-K1-C11 

BLASTN 

g303900 

310 

1.0e-174 

382 
33 

Soybean gene for ubiquitin, complete cds 



5500 




Seq. No. 36113 

Seq. ID LIB3051-028-Q1-K1-C9 

Method BLASTX 

NCBI GI g544015 

BLAST score 171 

E value 2.0e-12 

Match length 80 

% identity 55 , 

NCBI Description ENDOCH I T I NAS E PRECURSOR >gi_2118033_pir_S59947 chitxnase 
(EC 3.2.1.14) Al precursor - garden pea 

>gi_20687_emb_CAA45359_ (X63899) chitinase [Pisum sativum] 
36114 

LIB3051-028-Q1-K1-D5 
BLASTX 
gll68410 
184 

4.0e-14 
70 
59 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 2 
>gi 2118267 pir S58167 f ructose-bisphosphate aldolase (EC 
4.172.13} -"garden pea >gi_927505_emb_CAA61947_ (X89829) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 

Seq. No. 36115 

Seq. ID LIB3051-028-Q1-K1-E2 

Method BLASTX 

NCBI GI g4490313 

BLAST score 236 

E value 1.0e-23 

Match length 122 

% identity 57 

NCBI Description (AL035678) putative protein [Arabidopsis thaliana] 

Seq. No. 36116 

Seq. ID LIB3051-028-Q1-K1-E8 

Method BLASTX 

NCBI GI g2465923 

BLAST score 198 

E value 3.0e-15 

Match length 97 

% identity 44 

NCBI Description (AF024648) receptor-like serine /threonine kinase 
[Arabidopsis thaliana] 

Seq. No. 36117 

Seq, ID LIB3051-028-Q1-K1-G12 

Method BLASTX 

NCBI GI g2160161 

BLAST score 163 

E value 3.0e-ll 

Match length 117 

% identity 5 

NCBI Description (AC000132) F21M12.7 gene product [Arabidopsis thaliana] 

Seq. No. 36118 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5501 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-028-Q1-K1-G3 

BLASTX 

g3953470 

243 

2.0e-20 

77 

65 

(AC002328) F20N2.15 [Arabidopsis thaliana] 
36119 

LIB3051-028-Q1-K1-G4 

BLASTN 

gl8644 

39 

4.0e-13 

67 

90 

Soybean mRNA for HMG-1 like protein 
36120 

LIB3051-028-Q1-K1-H1 

BLASTN 

gl675195 

49 

9.0e-19 

185 
8 2 

Pisum sativum (clone PsRCl22-3) callus protein P23 mRNA, 
complete cds 

36121 

LIB3051-028-Q1-K1-H9 

BLASTX 

g!504008 

246 

7.0e-21 

124 

42 

(D86967) Containing ATP/GTP-binding site motif A(P-loop) : 
Similar to C.elegans protein (PI : CEC47E128 ); Similar to Mouse 
alpha-mannosidase(Pl:B54407) [Homo sapiens] 

36122 

LIB3051-029-Q1-K1-A5 

BLASTX 

g3242783 

155 

3.0e-10 

38 
74 

(AF055354) respiratory burst oxidase protein B [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



36123 

LIB3051-029-Q1-K1-C10 

BLASTX 

gl730560 



5502 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



415 

8.0e-41 

117 
66 

ALPHA-GLUCAN PHOSPHORYLASE, H ISOZYME (STARCH PHOSPHORYLASE 
H) >gi_510932_emb_CAA84494_ (Z35117) alpha 1,4-glucan 
phosphorylase type H [Vicia faba] 



Seq. No. 


36124 


Seq. ID 


LIB3051-029-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g2244973 


BLAST score 


197 


E value 


2.0e-15 


Match length 


79 


% identity 


57 


NCBI Description 


(Z97340) similarity to extensin class 1 protein 




[Arabidopsis thaliana] 


Seq. No. 


36125 


Seq. ID 


LIB3051-029-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4567314 


BLAST score 


166 


E value 


1.0e-ll 


Match length 


36 


% identity 


86 


NCBI Description 


(AC005956) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


36126 


Seq. ID 


LIB3051-029-Q1-K1-G7 


Method 


BLASTX 


NCBI GI 


g3421104 


BLAST score 


352 


E value 


2.0e-33 


Match length 


83 


% identity 


81 


NCBI Description 


(AF043531) 20S proteasome beta subunit PBB2 [Arabidopsis 




thaliana] 


Seq. No. 


36127 


Seq. ID 


LIB3051-029-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g4200044 


BLAST score 


217 


E value 


1.0e-17 


Match length 


63 


% identity 


60 


NCBI Description 


(AB022732) cytochrome P450 [Glycyrrhiza echinata] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



36128 

LIB3051-030-Q1-K1-A2 

BLASTX 

g3915022 

299 

3.0e-27 
117 



5503 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



53 

SUCROSE-PHOSPHATE SYNTHASE 2 

(UDP-GLUCOSE-FRUCTOSE-PHOSPHATE GLUCOSYL TRANSFERASE 2) 
>gi_2190350_emb_CAA72491_ (Y11795) sucrose-phosphate 
synthase [Craterostigma plantagineum] 

36129 

LIB3051-030-Q1-K1-A7 

BLASTX 

g2529663 

526 

7.0e-54 

119 

78 

(AC002535) putative lysophospholipase [Arabidopsis 
thaliana] >gi_3738277 (AC005309) putative lysophospholipase 
[Arabidopsis thaliana] 

36130 

LIB3051-030-Q1-K1-B10 

BLASTX 

g2341035 

174 

9.0e-13 

62 

52 

(AC000104) Match to Arabidopsis photolysase (PHH1) gene 
(gb_X99061) and cryptochrome 2 apoprotein (CRY2) 
(gbJJ43397) . ESTs gb_W43661 and gb_Z25638 come from this 
gene. [Arabidopsis thaliana] 

36131 

LIB3051-030-Q1-K1-B5 

BLASTN 

g3928141 

124 

3.0e-63 

324 

85 

Cicer arietinum mRNA for protein phosphatase 
36132 

LIB3051-030-Q1-K1-C12 

BLASTX 

g417060 

157 

2.0e-10 

84 

45 

GLUT AMINE SYNTHETASE NODULE ISOZYME ( GLUT AMATE— AMMONIA 
LIGASE) (GS) >gi_170637 (M94765) glutamine synthetase 

[Vigna aconitif olia] >gi_1094850_prf 2106409A Gin 

synthetase [Vigna aconitif olia] 

36133 

LIB3051-030-Q1-K1-E4 
BLASTX 



5504 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3047117 
490 

1.0e-49 

94 
97 

(AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 



Seq, No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36134 

LIB3051-030-Q1-K1-G11 

BLASTN 

g2642237 

74 

2.0e-33 

221 

84 

Glycine max endoplasmic reticulum HSC70-cognate binding 
protein precursor (BIP) mRNA, complete cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36135 

LIB3051-030-Q1-K1-G12 

BLASTN 

gl208536 

178 

1.0e-95 

198 

97 

Glycine max guanine nucleotide regulatory protein 
mRNA, complete cds 



(rab2) 



Seq. No. 


36136 


Seq. ID 


LIB3051-031-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2598589 


BLAST score 


190 


E value 


2.0e-14 


Match length 


100 


% identity 


45 


NCBI Description 


(Y15367) MtN19 [Medicago truncatula] 


Seq, No. 


36137 


Seq. ID 


LIB3051-031-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g2393910 


BLAST score 


239 


E value 


3.0e-20 


Match length 


121 


% identity 


41 


NCBI Description 


(AF008308) arginine regulatory prote. 



Seq, No, 
Seq, ID 
Method 
NCBI GI 



aeruginosa] >gi_2654608 (AF011922) ArgR regulatory protein 
[Pseudomonas aeruginosa] >gi_2668600 (AF012537) ArgR 
[Pseudomonas aeruginosa] 

36138 

LIB3051-031-Q1-K1-A5 

BLASTX 

g4204304 



5505 




BLAST score 




E value 


2.0e-17 


Match length 


71 


% identity 


58 


NCBI Description 


(AC003027) lcl_prt_seq No definition line found 




[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36139 

LIB3051-031-Q1-K1-C5 

BLASTX 

g3915737 

386 

2.0e-37 

97 

49 

IMPORTIN ALPHA SUBUNIT (KARYOPHERIN ALPHA SUBUNIT) (KAP 
ALPHA) >gi_3228370 (AF017252) importin alpha [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36140 

LIB3051-031-Q1-K1-C6 

BLASTX 

gl449179 

255 

4.0e-22 

83 

61 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36141 

LIB3051-031-Q1-K1-D10 

BLASTX 

g3402699 

257 

3.0e-24 

80 

70 

(AC004261) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36142 

LIB3051-031-Q1-K1-D2 

BLASTX 

g285741 

153 

5.0e-10 

80 
42 

(D14550) EDGP precursor [Daucus carota] 



Seq. No. 36143 

Seq. ID LIB3051-031-Q1-K1-D7 

Method BLASTX 

NCBI GI g4510376 

BLAST score 208 

E value 2.0e-32 

Match length 92 



5506 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

JE value 

Match length 

% identity 

NCBI Description 



76 

(AC007017) 



unknown protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



36144 

LIB3051-031-Q1-K1-E6 

BLASTX 

g4262224 

165 

1.0e-ll 

79 
57 

(AC006200) putative amino acid or GABA permease 
[Arabidopsis thaliana] 

36145 

LIB3051-031-Q1-K1-F12 

BLASTX 

gl513298 

292 

2.0e-26 

116 

47 

(U66526) Abe A [Dictyostelium discoideum] 
36146 

LIB3051-031-Q1-K1-F6 

BLASTX 

g2462822 

424 

7.0e-42 

125 
64 

(AF000657) hypothetical protein [Arabidopsis thaliana] 
36147 

LIB3051-031-Q1-K1-G5 

BLASTX 

g3355486 

125 

6.0e-ll 

60 

58 

(AC004218) unknown protein [Arabidopsis thaliana] 
36148 

LIB3051-031-Q1-K1-H6 

BLASTN 

g3821780 

36 

9.0e-ll 

37 

61 

Xenopus laevis cDNA clone 27A6-1 
36149 

LIB3051-032-Q1-K1-A1 
BLASTX 



5507 



IN \s SD x Ui 


if 


BLAST qrnrp 


205 


E value 


3.0e-16 


Match length 


52 


% identity 


81 



NCBI Description (AL022023) putative protein [Arabidopsis thaliana] 





Seq. No. 


36150 




beq. iu 






Method 


BLASTX 




NCBI GI 


g4038037 




oiiAoi score 


X / 0 




E value 


6 . ue-1 / 




Match length 


85 




% identity 


8 




NCBI Description 


(ACUUoyob) hypothetical protein [Arabidopsis tnalianaj 




Seq. No. 


36151 




oeq, ID 


LIB jUOl-Uoz-Ql-Kl-D4 




Method 


BLASTX 




NCBI GI 


g3402699 




BLAST score 


432 


J: 


E value 


9 . Oe-43 




Match length 


123 




% identity 


69 


rf. 


NCBI Description 


(AC004261) unknown protein [Arabidopsis thaliana] 




Seq. No. 


36152 




Seq. ID 


LIB3051-032-Q1-K1-D6 




Method 


BLASTX 


jpcrfrj 


NCBI GI 


g3800878 


4r™ 


BLAST score 


150 


:. 


E value 


1 . Oe-09 




Match length 


62 




i> identity 






NCBI Description 


(AF096281) threonine dehydratase/deaminase [Arabidopsis 






thaliana] 




Seq. No. 


36153 




Seq. ID 


LIB3051-032-Q1-K1-D9 




Method 


BLASTX 




NCBI GI 


gl502430 




BLAST score 


295 




E value 


9.0e-27 




Match length 


95 




% identity 


59 




NCBI Description 


(U62331) phosphate transporter [Arabidopsis thaliana] 



>gi_2564661 (AF022872) phosphate transporter [Arabidopsis 
thaliana] >gi_3869206_dbj_BAA34398_ (AB016166) Phosphate 
Transporter 4 [Arabidopsis thaliana] >gi_3928081 (AC005770) 
phosphate transporter, AtPT2 [Arabidopsis thaliana] 



Seq. No. 36154 

Seq. ID LIB3051-032-Q1-K1-E3 

Method BLASTX 

NCBI GI g2194131 

BLAST score 409 



5508 



E value 
Match length 
% identity 
NCBI Description 



5.0e-40 

132 
59 

(AC002062) Similar to Synechocystis antiviral protein 
{gb D90917). [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36155 

LIB3051-032-Q1-K1-F3 

BLASTN 

g3873174 

71 

1.0e-31 

239 
82 

Genomic sequence for Arabidopsis thaliana BAC F14N23, 
complete sequence [Arabidopsis thaliana] 



Seq. No. 


36156 


Seq. ID 


LIB3051-032-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4006876 


BLAST score 


157 


E value 


2.0e-10 


Match length 


89 


% identity 


53 


NCBI Description 


(Z99707) hypothetical 


Seq. No. 


36157 


Seq. ID 


LIB3051-032-Q1-K1-H5 


Method 


BLASTX 


NCBI GI 


g3193292 


BLAST score 


335 


E value 


8.0e-36 


Match length 


107 


% identity 


78 


NCBI Description 


(AFO 69298) similar to 



cellular activites (Pfam: AAA.hmm, 
[Arabidopsis thaliana] 



score: 230.91) 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36158 

LIB3051-032-Q1-K1-H9 

BLASTN 

g2765090 

37 

2.0e-ll 

65 

89 

Glycine max mRNA for cytochrome P450-like protein, 
CP6 



clone 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



36159 

LIB3051-033-Q1-K1-C10 

BLASTX 

g2664214 

254 

6.0e-22 
120 



5509 




% identity 47 

NCBI Description (AJ222646) G2484-1 [Arabidopsis thaliana] 

Seq. No. 36160 

Seq. ID LIB3051-034-Q1-K1-D10 

Method BLASTX 

NCBI GI g2739387 

BLAST score 155 

E value 3.0e-10 

Match length 129 

% identity 40 

NCBI Description (AC002505) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36161 

LIB3051-034-Q1-K1-F4 

BLASTX 

g3980413 

205 

4.0e-16 

141 
40 

(AC004561) pumilio-like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36162 

LIB3051-034-Q1-K1-H1 

BLASTX 

g3776567 

144 

6.0e-09 

45 

62 

(AC005388) Strong similarity to F21B7.33 gi_2809264 from A. 
thaliana BAC gb_AC002560. EST gb_N65119 comes from this 
gene. [Arabidopsis thaliana] 



36163 

LIB3051-034-Q1-K1-H2 

BLASTN 

gl70007 

354 

0.0e+00 

357 

100 

Soybean 18 kD late embryogenesis abundant 
mRNA, complete cds 



(Lea) protein 



36164 

LIB3051-035-Q1-K1-C3 

BLASTX 

g3874155 

252 

1.0e-21 

93 
51 

(Z73103) Similarity to Yeast ATP-dependent RNA helicase 
(SW:SUV3_YEAST) ; cDNA EST EMBL:T01340 comes from this gene; 
cDNA EST yk244e!0.3 comes from this gene; cDNA EST 



5510 



yk213b9.3 comes from this gene; cDNA EST yk244el0.5 comes 
fr 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



36165 

LIB3051-035-Q1-K1-C5 

BLASTN 

g4097568 

125 

6.0e-64 

165 

94 

Glycine max farnesylated protein GMFP4 mRNA, partial cds 



36166 

LIB3051-035-Q1-K1-D1 

BLASTN 

g451192 

139 

3.0e-72 

329 

86 

Triticum aestivum (wali7) 



mRNA, 3' end, partial cds 



36167 

LIB3051-035-Q1-K1-E3 

BLASTX 

g3935138 

171 

4.0e-12 

74 

41 

(AC005106) T25N20.2 [Arabidopsis thaliana] 
36168 

LIB3051-035-Q1-K1-E8 

BLASTX 

g3097321 

223 

3.0e-18 

86 

52 

(AB013289) Bd 30K [Glycine max] 
36169 

LIB3051-035-Q1-K1-F2 

BLASTX 

g2342679 

169 

3.0e-12 

44 

70 

(AC000106) Similar to Vicia sativa ENBP1 {gb_X95995) 
[Arabidopsis thaliana] 

36170 

LIB3051-035-Q1-K1-F6 
BLASTX 



5511 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3047117 
654 

1.0e-68 

149 
83 

(AF058919) similar to ATP-dependent RNA helicases 
[Arabidopsis thaliana] 

36171 

LIB3051-035-Q1-K1-H10 

BLASTX 

g3176709 

157 

2.0e-10 

144 

30 

(AC002392) putative anthranilate 

N-hydroxycinnamoyl/benzoyltransf erase [Arabidopsis 
thaliana] 

36172 

LIB3051-036-Q1-K1-B11 

BLASTN 

gl70053 

166 

2.0e-88 

190 

97 

Soybean ribosomal protein Sll mRNA, 3 T end 
36173 

LIB3051-036-Q1-K1-C11 

BLASTX 

g464367 

157 

4.0e-ll 

53 

64 

POLYGALACTURONASE INHIBITOR PRECURSOR 
( POLYGALACTURONASE- INHIBITING PROTEIN) 

>gi__543660_pir JQ2262 Polygalacturonase inhibitor 

precursor - Pyrus communis >gi_169684 (L09264) 
polygalacturonase inhibitor [Pyrus communis] 

36174 

LIB3051-036-Q1-K1-C6 

BLASTX 

g542175 

174 

9.0e-19 

112 

47 

endoxyloglucan transferase - wheat >gi_4 69511_dbj__BAA03924_ 
(D16457) endo-xyloglucan transferase [Triticum aestivum] 



Seq. No. 
Seq. ID 



36175 

LIB3051-036-Q1-K1-D11 



5512 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g!657617 

284 

1.0e-25 

80 

68 

(U72503) G2p [Arabidopsis thaliana] >gi_3068707 (AF049236) 
putative nuclear DNA-binding protein G2p [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36176 

LIB3051-036-Q1-K1-E3 

BLASTX 

g2462925 

232 

3.0e-19 

112 
53 

(AJ000053) GTP cyclohydrolase II / 

3, 4-dihydroxy-2-butanone-4-phoshate synthase [Arabidopsis 
thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36177 

LIB3051-036-Q1-K1-E6 

BLASTX 

g4262224 

151 

1.0e-12 

142 
35 

(ACO 06200) putative amino acid or GABA permease 
[Arabidopsis thaliana] 

36178 

LIB3051-036-Q1-K1-H4 

BLASTX 

g3738325 

149 

6.0e-10 

34 
82 

(AC005170) putative CaMB-channel protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



36179 

LIB3051-037-Q1-K1-B11 

BLASTX 

gll07526 

170 

4.0e-12 

90 

47 

(X87931) SIEP1L protein [Beta vulgaris] 
36180 

LIB3051-037-Q1-K1-B3 
BLASTX 



5513 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2828280 
555 

3.0e-57 

119 

87 

(AL021687) putative protein [Arabidopsis thaliana] 
>gi_2832633_emb_CAA16762_ (AL021711) putative protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36181 

LIB3051-037-Q1-K1-F11 

BLASTX 

g3789942 

122 

5.0e-09 
98 
11 

(AF093505) 
H32-8560] 



polyubiquitin [Saccharum hybrid cultivar 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36182 

LIB3051-037-Q1-K1-F12 

BLASTX 

g2160161 

221 

5.0e-18 

129 

5 

(AC000132) F21M12.7 gene product [Arabidopsis thaliana] 
36183 

LIB3051-037-Q1-K1-F6 

BLASTX 

g2191129 

259 

1.0e-22 

77 

65 

(AF007269) similar to SPF1 DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
-J3LAST score 
E value 



36184 

LIB3051-037-Q1-K1-F7 

BLASTX 

g2765093 

265 

3.0e-23 

70 

71 

(Y10983) putative cytochrome P450 [Glycine max] 
36185 

LIB3051-037-Q1-K1-G2 

BLASTN 

g4432811 

45 

4.0e-16 



5514 



Match length 

% identity 

NCBI Description 



93 
87 

Arabidopsis thaliana chromosome II BAC F16D14 genomic 
sequence, complete sequence [Arabidopsis thaliana] 



Seq. No. 


36186 


beq. lu 




Method 


tit 7\ c mv 

BLASTX 


NCBI GI 


O "7 O O O O C 

g3738325 


BLAST score 


±69 


E value 


5 . Qe-12 


Match length 


92 


% identity 




NCBI Description 


(/iUUUoi/uj putative taMo-cnannei protein 




thaliana] 


Seq. No. 


ooio / 


Seq. ID 


LIB3051-038-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g4220522 


BLAST score 


188 


E value 


2 . Oe-14 


Match length 


70 


% identity 


4o 


NCBI Description 


{AL035356) putative protein [Arabidopsis 


Seq. No. 


36188 


Seq. ID 


LIB3051-038-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g497896 


BLAST score 


429 


E value 


2.0e-42 


Match length 


125 


% identity 


64 


NCBI Description 


(D12921) transcription factor HBP-Id(cI) 




aestivum] 


Seq. No. 


36189 


Seq. ID 


LIB3051-038-Q1-K1-B10 


Method 


BLAST N 


NCBI GI 


gl834452 


BLAST score 


66 


E value 


l.0e-28 


Match length 


146 


% identity 




NCBI Description 


G.max mRNA for alpha subunit of G proteii 


Seq. No. 


36190 


Seq. ID 


LIB3051-038-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g4033446 


BLAST score 


297 


E value 


6.0e-27 


Match length 


129 


% identity 


45 



[Triticum 



NCBI Description 



AGGLUTININ II PRECURSOR (CLAII) (LECCLAII) 
>gi_2l4766l__pir S72502 mannose/glucose-binding lectin 



5515 



CLAII precursor - Cladrastis lutea >gi_1141759 (U21959) 
lectin precursor [Cladrastis lutea] 



Seq. No. 


36191 


Seq. ID 


LIB3051-038-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g3098571 


BLAST score 


327 


E value 


2 . Oe-30 


Match length 


125 : 


% identity 


55 


NCBI Description 


(AF04 9028) BURP domain 


Seq. No. 


36192 


Seq. ID 


LIB3051-038-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl33940 


BLAST score 


353 


E value 


1.0e-33 


Match length 


107 


% identity 


73 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 




ribosomal protein S3a 




>gi_6 509 l_emb_CAA4 0592 




[Xenopus laevis] 


Seq. No. 


36193 


Seq. ID 


LIB3051-039-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g310569 


BLAST score 


120 


E value 


6.0e-61 


Match length 


326 


% identity 


86 


NCBI Description 


Glycine max seed matur 




cds 


Seq. No. 


36194 


Seq. ID 


LIB3051-039-Q1-K1-B2 


Method 


BLASTX 


NCBI GI 


g2129668 


BLAST score 


180 


E value 


1.0e-13 


Match length 


82 


% identity 


55 



S3A (S1A) >gi_70851_pir R3XL3A 

- African clawed frog 
_ (X57322) ribosomal protein Sla 



(GmPM3) mRNA, complete 



NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



phosphoglycerate kinase - Arabidopsis thaliana (fragment) 
>gi_1022803 (U37700) phosphoglycerate kinase [Arabidopsis 
thaliana] 

36195 

LIB3051-039-Q1-K1-D12 

BLASTX 

g231610 

213 

4.0e-17 

88 
49 



5516 



NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ATP SYNTHASE GAMMA CHAIN, CHLOROPLAST PRECURSOR 

>gi_67880_pir PWNTG H+-transporting ATP synthase (EC 

3.6.1.34) gamma chain precursor, chloroplast - common 
tobacco >gi_19785_emb_CAA45152_ (X63606) ATP synthase 
(gamma subunit) [Nicotiana tabacum] 

36196 

LIB3051-039-Q1-K1-D9 

BLASTN . 

gl8764 

216 

1.0e-118 

376 

90 

G.max tefSl gene for elongation factor EF-la 
36197 

LIB3051-039-Q1-K1-E10 

BLASTX 

g2129652 

159 

9.0e-ll 

133 
35 

myosin heavy chain homolog - Arabidopsis thaliana 
(fragment) >gi_699495 (U19616) myosin heavy chain homolog 
[Arabidopsis thaliana] 

36198 

LIB3051-039-Q1-K1-E7 

BLASTX 

g3402709 

230 

5.0e-19 

128 

15 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
36199 

LIB3051-039-Q1-K1-F3 

BLASTN 

g758249 

230 

1.0e-126 

362 
91 

P. vulgaris mRNA for plasma membrane H+ ATPase 



36200 

LIB3051-039-Q1-K1-H12 

BLASTX 

g2651305 

224 

2.0e-18 

111 
49 

(AC002336) hypothetical protein 



[Arabidopsis thaliana] 



5517 



Seq. No. 

Seg. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36201 

LIB3051-040-Q1-K1-A1 

BLASTX 

g2130105 

217 

2.0e-17 

67 

66 

histone H2A type 2 (clone wcH2A-4) - wheat 
>gi_536892_dbj__BAA07278_ (D38089) protein H2A [Triticum 
aestivum] >gi_53 68 96_dbj_BAA0 72 8 0__ (D38091) protein H2A 
[Triticum aestivum] 

36202 

LIB3051-040-Q1-K1-A2 

BLASTN 

gl66857 

53 

7.0e-21 

153 

84 

Arabidopsis thaliana cytoplasmic ribosomal protein mRNA, 
complete cds 

36203 

LIB3051-040-Q1-K1-D4 

BLASTN 

g2654093 

228 

1.0e-125 

319 
97 

Glycine max aspartate aminotransferase glyoxysomal isozyme 
AAT1 precursor and aspartate aminotransferase cytosolic 
isozyme AAT2 (AAT) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



36204 

LIB3051-040-Q1-K1-D5 
BLASTX 
gl35535 
521 

4.0e-53 
119 
87 

T-COMPLEX PROTEIN 1, ALPHA SUBUNIT 

(CCT-ALPHA) >gi__322602_pir JN04 48 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 
(D11351) t-complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 
alph^/TCP-1 [Arabidopsis thaliana] 

36205 

LIB3051-040-Q1-K1-E2 

BLASTN 

gl204128 

80 



(TCP-1-ALPHA) 
t -complex polypeptide 



5518 



E value 5.0e-37 

Match length 236 

% identity 84 

NGBI Description M.sativa MMK2 mRNA for protein kinase 

Seq. No. 36206 

Seq. ID LIB3051-040-Q1-K1-H10 

Method BLASTN 

NCBI GI gl8764 

BLAST score 261 

E value 1.0e-145 

Match length 333 

% identity 95 rr 1 

NCBI Description G.max tefSl gene for elongation factor EF-la 

36207 

LIB3051-040-Q1-K1-H7 
BLASTX 
g3219797 
289 

6.0e-26 
141 

PROTEIN GT197 >gi_2135426_pir 154209 hypothetical protein 

- human (fragment) >gi_1008840 (L38932) partial ORF; 
putative [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36208 

LIB3051-040-Q1-K1-H8 

BLASTX 

g4115363 

143 

2.0e-12 

140 
5 

(AC005957) putative disease resistance protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36209 

LIB3051-040-Q1-K1-H9 

BLASTX 

g3850576 

670 

1.0e-70 

140 

89 

(AC005278) Strong similarity to gb_U04 968 nucleotide 
excision repair protein (ERCC2) from Cricetulus grisseus. 
[Arabidopsis thaliana] 



Seq. No. 36210 

Seq. ID LIB3051-041-Q1-K1-A4 

Method BLASTX 

NCBI GI g2618702 

BLAST score 295 

E value 1.0e-26 

Match length 81 



5519 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(AC002510) unknown protein [Arabidopsis thaliana] 
36211 

LIB3051-041-Q1-K1-D1 

BLASTX 

gll73027 

156 

2.0e-10 

82 
48 

60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784) ribosomal 
protein L31 [Nicotiana glutinosa] 

36212 

LIB3051-041-Q1-K1-D12 

BLASTX 

g417103 

270 

6.0e-47 

115 
8 9 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi 16324 emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi_404825_einb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445__ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi~3273350__dbj_BAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

36213 

LIB3051-041-Q1-K1-E3 

BLASTN 

gl69980 

369 

0.0e+00 

436 

99 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
36214 

LIB3051-041-Q1-K1-E6 

BLASTX 

g2244816 

204 



5520 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



rroe-i6 

60 
75 

(Z97336) hypothetical protein [Arabidopsis thaliana] 
36215 

LIB3051-041-Q1-K1-F1 

BLASTN 

g473216 

94 

2.0e-45 

302 

83 

P. sativum (little marvel) HSC71.0 mRNA 
36216 

LIB3051-042-Q1-K1-C4 

BLASTX 

gll77405 

197 

4.0e-15 

65 

58 

(X89855) citrate binding protein [Hevea brasiliensis] 
36217 

LIB3051-042-Q1-K1-C8 

BLASTX 

g!084334 

417 

3.0e-41 

91 

88 

calcium-dependent protein kinase (EC 2.7.1.-) 1 - 
Arabidopsis thaliana >gi_604880_dbj_BAA04829_ (D21805) 
calcium-dependent protein kinase [Arabidopsis thaliana] 



Seq. No. 


36218 


Seq. ID 


LIB3051-042-Q1-K1-F10 


Method 


BLASTN 


NCBI GI 


gl70046 


BLAST score 


118 


E value 


1.0e-59 


Match length 


284 


% identity 


86 


NCBI Description 


Glycine max protein kinase 


Seq. No. 


36219 


Seq. ID 


LIB3051-042-Q1-K1-F5 


Method 


BLASTN 


NCBI GI 


g510545 


BLAST score 


58 


E value 


7.0e-24 


Match length 


94 


% identity 


90 


NCBI Description 


P. sativum mRNA for starch 



(PK6) mRNA 7 complete cds 



branching enzyme I 



5521 



Seq. No. 


36220 


Seq. ID 


LIB3051-042-Q1-K1-G9 


Method 


BLASTN 


NCBI GI 


gl70025 


BLAST score 


A A 

40 


E value 


4.0e-13 


Match length 


132 


% identity 


89 


NCBI Description 


Soybean malate synthase (MS) mRNA, 


Seq. No. 


36221 


Seq. ID 


LIB3051-043-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gl34646 


BLAST score 


203 


E value 


5.0e-16 


Match length 


47 


% identity 


70 


NCBI Description 


SUPEROXIDE DISMUTASE, CHLOROPLAST 



3 T end 



.ECURSOR (FE) >gi_169955 
\LuutLu/ / i.^ ju^j-v^x^ u „ycine max] 

>gi_228415_prf 1803527A Fe superoxide dismutase [Glycine 

max] 



C 1 r>r "KT s~\ 

beq. no. 




Seq. ID 


LIB3051-043-Q1-K1-D11 


Method 


BLASTX 


LNU.D-L O-L 




oLii-iD i score 


j. *± *j 


ti vaiue 




Match length 


40 


% identity 


68 


NCBI Description 


(AF053318) CCR4-associated factor 1 [Homo sapiens] 


Seq. No. 


36223 


Seq. ID 


LIB3051-043-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g3135493 


BLAST score 


302 


E value 


4.0e-31 


Match length 


133 


% identity 


55 


NCBI Description 


(AF060248) unknown [Arabidopsis thaliana] 


Seq. No. 


36224 


Seq. ID 


LIB3051-043-Q1-K1-E7 


Method 


BLASTX 


NCBI GI 


g3790188 


BLAST score 


156 


E value 


2.0e-10 


Match length 


67 


% identity 


57 


NCBI Description 


(Y14431) NAD-dependent isocitrate dehydrogenase [N: 




tabacum] 


Seq. No. 


36225 


Seq. ID 


LIB3051-043-Q1-K1-F3 


Method 


BLASTN 



5522 



NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



PB21780 
37 

2.0e-ll 

37 

100 

Xenopus laevis cDNA clone 27A6-1 
36226 

LIB3051-044-Q1-K1-C3 

BLASTX 

g544015 

325 

3.0e-30 

68 

81 

ENDOCHITINASE PRECURSOR >gi_2118033_pir S59947 chitinase 

(EC 3.2.1.14) Al precursor - garden pea 

>gi_20687_emb_CAA45359_ (X63899) chitinase [Pisum sativum] 
36227 

LIB3051-044-Q1-K1-C7 

BLASTN 

g3241927 

42 

3.0e-14 

90 

87 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MTE17, complete sequence [Arabidopsis thaliana] 



Seq. No. 


36228 


Seq. ID 


LIB3051- 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


37 


% identity 


61 


NCBI Description 


Xenopus 


Seq. No. 


36229 


Seq. ID 


LIB3051- 


Method 


BLASTX 


NCBI GI 


g3834302 


BLAST score 


172 


E value 


3.0e-12 


Match length 


38 


% identity 


89 


NCBI Description 


(AC00567 



-Q1-K1-D8 



from Oryza sativa. ESTs gb_F14272 and gb__F14273 come from 
this gene. [Arabidopsis thaliana] 

Seq. No. 36230 

Seq. ID LIB3051-044-Q1-K1-D9 

Method BLASTX 

NCBI GI g2529686 

BLAST score 319 



5523 



E value 
Match length 
% identity 
NCBI Description 



1 



Oe-29 
104 
53 

(AC002535) putative G-beta-repeat containing protein, 
partial [Arabidopsis thaliana] 



DBg. NO. 




oeq. xu 








iN^Bl ul 




dU\oL score 


14tl 


H> VdlUc 


Q Dp-HQ 


Match length 




% identity 


41 


NCBI Description 


(AF023472) peptide transporter [Hordeum 


beq. no. 




Seq. ID 


LIBouol-U4o-Ql-Kl-F / 


Method 


dt acqiM 
DliilO 1 JN 


NCBI GI 


gzoz /oi J 


BLAST score 


50 


E value 


4 . ue-iy 


Match length 


yu 


% identity 


89 


NCBI Description 


Oryza sativa casein kinase mRNA, partia 


Seq. No. 




Seq. ID 


T T T^i O ft IT *1 ft /I C "1 T/1 TT T 

LIB3051-045-Q1-K1-H / 


Method 


DT 7\ Q TV 


NCBI GI 


goozzyjy 


BLAST score 


ZOZ 


E value 


1 Hq-OI 

i . ue ii 


Match length 


tin 
nu 


% identity 


52 


NCBI Description 


(AC004411) unknown protein [Arabidopsis 


Seq. No. 


*2 *r o "2 yi 


Seq. ID 


LIB30oi-u4o-Ql-Kl-A/ 


Metznoa 




NCBI GI 


g3821780 


BLAST score 


J 7 


E value 


o ft_ t i 

z . ue— ll 


Match length 


T "7 

J / 


-5 iu.eriL.ii-y 


1 nn 

1UU 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


36235 


Seq. ID 


LIB3051-046-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g2911067 


BLAST score 


407 


E value 


7.0e-40 


Match length 


85 


% identity 


92 


NCBI Description 


(AL021960) UV-damaged DNA-binding prote 



[Arabidopsis thaliana] 



5524 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36236 

LIB3051-046-Q1-K1-F9 

BLASTN 

g3821780 

36 

9.0e-ll 

36 

100 

Xenopus laevis cDNA clone 27A6-1 



Seq, No. 36237 

Seq. ID LIB3051-046-Q1-K1-G3 

Method BLASTN 

NCBI GI gl675195 

BLAST score 114 

E value 3.0e-57 

Match length 240 

% identity 87 

NCBI Description Pisum sativum (clone PsRCl22-3) callus protein P23 mRNA, 
complete cds 

Seq. No. 36238 

Seq. ID LIB3051-047-Q1-K1-A9 

Method BLASTX 

NCBI GI g!174745 

BLAST score 143 

E value 6.0e-09 

Match length 63 

% identity 4 9 

NCBI Description TRIOSEPHOSPHATE ISOMERASE, CHLOROPLAST PRECURSOR (TIM) 

>gi_1363523_pir S53761 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - rye 

>gi_609262_emb_CAA83533_ (Z32521) triosephosphate isomerase 

[Secale cereale] >gi_10954 94_prf 2109226B triosephosphate 

isomerase [Secale cereale] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36239 

LIB3051-047-Q1-K1-E7 

BLASTX 

g2347188 

511 

6.0e-52 

149 

69 

(AC002338) laccase isolog [Arabidopsis thaliana] 
>gi_3150401 (AC004165) putative laccase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36240 

LIB3051-047-Q1-K1-H2 

BLASTN 

g!69930 

43 

3.0e-15 

115 
84 

Glycine max calcium dependent protein kinase mRNA 



5525 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36241 

LIB3051-047-Q1-K1-H7 

BLASTX 

g3953482 

143 

6.0e-09 

120 

35 

(AC002328) F2202.27 [Arabidopsis thaliana] 
36242 

LIB3051-048-Q1-K1-A4 

BLASTX 

gl351271 

179 

4.0e-13 

76 
54 

TRIOSEPHOSPHATE ISOMERASE CHLOROPLAST PRECURSOR (TIM) 

>gi_1084309_pir S52032 triose-phosphate isomerase (EC 

5.3.1.1) precursor, chloroplast - spinach >gi_8 06312 

(L36387) triosephosphate isomerase, chloroplast isozyme 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36243 

LIB3051-048-Q1-K1-H2 

BLASTX 

g322577 

417 

6.0e-41 

112 
71 

Raf protein kinase homolog CTR1 



Arabidopsis thaliana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36244 

LIB3051-049-Q1-K1-C2 

BLASTX 

g3421123 

286 

8.0e-26 

82 
72 

(AF043538) 
thaliana] 



20S proteasome beta subunit PBG1 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36245 

LIB3051-049-Q1-K1-E5 

BLASTN 

gl8737 

327 

0.0e+00 

371 

12 

Glycine max RPRP3 gene for repetitive proline-rich protein 



Seq. No. 



36246 



5526 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-049-Q1-K1-G12 
BLASTX 
g3879813 
156 

2.0e-10 

63 

52 

(Z66524) Similarity at the 3' end with the Yeast pre-mRNA 
splicing factor PRP9 (PIR Acc. No. S12320); cDNA EST 
EMBL:C08800 comes from this gene; cDNA EST EMBL:C07438 
comes from this gene; cDNA EST yk494b4.3 comes from this 
gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36247 

LIB3051-049-Q1-K1-H7 

BLASTX 

g2506276 

152 

5.0e-10 

78 

45 

RUBISCO SUBUNIT BINDING-PROTEIN ALPHA SUBUNIT PRECURSOR (60 
KD CHAPERONIN ALPHA SUBUNIT) (CPN-60 ALPHA) 

>gi_2129561_pir S71235 chaperonin-60 alpha chain - 

Arabidopsis thaliana >gi_1223910 (U4 9357) chaperonin-60 
alpha subunit [Arabidopsis thaliana] 

>gi_4510416_gb_AAD21502.1_ (AC006929) putative rubisco 
binding protein alpha subunit [Arabidopsis thaliana] 



Seq. No. 


36248 


Seq. ID 


LIB3051-050-Q1-K1-E10 


Method 


BLASTN 


NCBI GI 


g510514 


BLAST score 


142 


E value 


5.0e-74 


Match length 


285 


% identity 


88 


NCBI Description 


G.max KTi-S mRNA 


Seq. No. 


36249 


Seq. ID 


LIB3051-050-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3522943 


BLAST score 


152 


E value 


4.0e-10 


Match length 


103 


% identity 


39 


NCBI Description 


(AC004411) putative p 


Seq. No. 


36250 


Seq. ID 


LIB3051-050-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g4467148 


BLAST score 


189 


E value 


9.0e-18 


Match length 


105 


% identity 


54 



5527 



NCBI Description (AL035540) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36251 

LIB3051-051-Q1-K1-C12 

BLASTX 

g3395441 

167 

8.0e-12 

49 

63 

(AC004683) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI . 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36252 

LIB3051-051-Q1-K1-D11 

BLASTX 

gl345570 

188 

3.0e-14 

72 

61 

(X80009) starch branching enzyme I 



[Pisum sativum] 



36253 

LIB3051-053-Q1-K2-A12 

BLASTX 

gl085621 

154 

2.0e-10 

75 

52 

alcohol dehydrogenase {EC 1.1.1.1) 1CN - Phaseolus 
acutifolius >gi_452767_embj3AA80692_ (Z23171) alcohol 
dehydrogenase-lCN [Phaseolus acutifolius] 

36254 

LIB3051-053-Q1-K2-C9 

BLASTX ^ 

g2055374 

208 

7.0e-17 

80 
62 

(U29095) serine-threonine protein kinase [Triticum 
aestivum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36255 

LIB3051-053-Q1-K2-D5 

BLASTX 

gll6324 

219 

8.0e-18 

87 
49 

ENDOCHITINASE PR4 PRECURSOR >gi__100000_pir S16579 

chitinase (EC 3,2.1.14) precursor - kidney bean 



Seq. No. 



36256 



5528 



beq. iu 


t T dqaci HRQ-oi _y"7«ri n 


Method 


"dt a cn^M 


NCBI GI 


gl8743 


BLAST score 


320 


E value 


1. Oe-180 


Match length 


4UU 


% identity 


95 


NCBI Description 


G.max mRNA from stresi 


Seq. No. 


O f O C T 

36257 


Seq. ID 


T TOQOCI nCQ /A 1 tv-O Tp C 

LlBJUo 1— Uo J-yi-J\z-ho 


Method 






gi jou y o o 


BLAST score 


199 


E value 


1.0e-15 


Match length 


88 


% identity 


56 


NCBI Description 


4 OS RIBOSOMAL PROTEIN 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



B (SIB) >gi_2119058_pir 151635 

ribosomal protein SI - African clawed frog 
>gi_587600_emb_CAA84291_ (Z34530) ribosomal protein SI 
[Xenopus laevis] >gi_587602_einb_CAA84290_ (Z34529) 
ribosomal protein [Xenopus laevis] 

36258 

LIB3051-053-Q1-K2-E8 

BLASTX 

g477819 

145 

4.0e-09 

86 

41 

mitochondrial processing peptidase (EC 3.4.99.41) beta 
chain precursor - potato >gi_4 10634_bbs_136741 cytochrome c 
reductase-processing peptidase subunit II, MPP subunit II/ 
P53 [potatoes, var. Marfona, tuber, Peptide Mitochondrial, 
530 aa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36259 

LIB3051-053-Q1-K2-F10 

BLASTX 

g3806098 

353 

1.0e-33 

123 
62 

(AF079100) arginine-tRNA-protein transferase 1; Atelp 
[Arabidopsis thaliana] 

36260 

LIB3051-053-Q1HK2-F5 

BLASTN 

g!69980 

75 

3.0e-34 

275 

82 

Soybean heat-shock protein (Gmhsp2 6-A) gene, complete cds 



5529 



Seq. No. 36261 

Seq. ID LIB3051-053-Q1-K2-F7 

Method BLASTX 

NCBI GI ' g4388726 

BLAST score 266 

E value 3.0e-23 

Match length 122 

% identity 48 

NCBI Description (AC006413) putative 12-oxophytodienoate-10, 11-reductase 
[Arabidopsis thaliana] 




Seq, No. 36262 

Seq. ID LIB3051-053-Q1-K2-G7 

Method BLASTX 

NCBI GI g4056432 

BLAST score 18 4 

E value 2.0e-29 

Match length 125 

% identity 56 

NCBI Description (AC005990) Similar to gi_2245014 glucosyltransf erase 
homolog from Arabidopsis thaliana chromosome 4 contig 
gb_Z97341. ESTs gb_T20778 and gb_AA586281 come from this 
gene. [Arabidopsis thaliana] 

Seq. No. - 36263 

Seq. ID LIB3051-054-Q1-K1-E11 

Method BLASTN 

NCBI GI g2267594 

BLAST score 4 6 

E value 9.0e-17 

Match length 168 

% identity 82 

NCBI Description Oryza sativa plastocyanin precursor, mRNA, complete cds 

Seq. No. 36264 

Seq. ID LIB3051-054-Q1-K1-G11 

Method BLASTN 

NCBI GI g607751 

BLAST score 49 

E value 1.0e-18 

Match length 61 

% identity 95 

NCBI Description Urochloa panicoides phosphoenolpyruvate carboxykmase 
(PCK1) mRNA, complete cds 

Seq. No. 36265 

Seq. ID LIB3051-054-Q1-K2-D7 

Method BLASTN 

NCBI GI gl326162 

BLAST score 96 

E value 1.0e-4 6 

Match length 184 

% identity 88 

NCBI Description Phaseolus vulgaris stress related protein PvSRP mRNA, 
complete cds 



5530 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36266 

LIB3051-055-Q1-K1-A5 

BLASTN 

gl778822 

306 

1.0e-172 

310 
100 

Glycine max early light-induced protein 
complete cds 



36267 

LIB3051-056-Q1-K1-D12 

BLASTN 

g22524 

70 

2.0e-31 

126 

75 

Zea mays mRNA encoding a 



(ELIP) mRNA, 



zein {clone ZG31A) 



36268 

LIB3051-056-Q1-K1-F12 

BLASTN 

g22544 

60 

3.0e-25 

104 

89 

Maize mRNA (clone A30) 



for zein (a plant storage protein) 



36269 

LIB3051-056-Q1-K1-G10 

BLASTN 

g!68665 

82 

9.0e-39 

126 

92 

Maize 16-kDa zein-2 mRNA, 



complete cds 



36270 

LIB3051-057-Q1-K1-A9 

BLASTX 

gl449179 

230 

4.0e-19 

66 

65 

(D86506) N-ethylmaleimide sensitive fusion protein 
[Nicotiana tabacum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



36271 

LIB3051-057-Q1-K1-E11 

BLASTN 

g343344 

91 



5531 



E value 
Match length 
% identity 
NCBI Description 



,0e-44 
174 
8 9 

Soybean chloroplast 16S rRNA (3 f end), 18S rRNA (5 1 end), 
Ile-tRNA, and Ala-tRNA genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36272 

LIB3051-058-Q1-K1-C3 

BLASTN 

g2738999 

108 

1.0e-53 

220 
87 

Glycine max cytochrome P450 monooxygenase CYP71D10p 
(CYP71D10) mRNA, complete cds 



Qorr Kin 


36273 


Sea ID 


LIB3051-058-Q1-K1-D4 


rue umju. 


BLASTN 


IN^D J. ui 


a2052028 

y £-• \J +J £-t Kf 


RT.AST qrorp 


40 


TP TT 0 1 11a 

Hi ValUc 




Match length 




% identity 


96 


NCBI Description 


G.max mRNA for glutathione transferase 


oeq. INU. 


36274 


Qcrr in 


T.TR^D^I -0S8-O1-K1-G7 

lllDJU Jl KJ ^/ \J \£->- ill V_J / 


M^t" hrifi 

1 ICT L1J.UU 


BLASTN 






T3T 7\Q r P orTiVO 
OJ-1H.0I SCOXc 


SO 


E value 


2.0e-19 


Match length 


122 


% identity 


85 


NCBI Description 


Glycine max catalase (cat 4) mRNA, complet< 


Seq. No. 


36275 


Seq. ID 


LIB3051-058-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g99902 


BLAST score 


162 


E value 


1.0e-ll 


Match length 


52 


% identity 


67 


NCBI Description 


translation elongation factor eEF-1 alpha 


tefSl) - soybean 


Seq. No. 


36276 


Seq. ID 


LIB3051-058-Q1-K1-H3 


Method 


BLASTN 


NCBI GI 


g2661020 


BLAST score 


94 


E value 


1.0e-45 


Match length 


102 



% identity 

NCBI Description 



98 

Glycine max catalase {cat 4) mRNA, complete cds 



5532 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36277 

LIB3051-058-Q1-K2-A6 

BLASTX 

g3128228 

585 

1.0e-60 

130 
86 

(AC004077) putative ribosomal protein L18A [Arabidopsis 
thaliana] >gi_3337376 (AC004481) putative ribosomal protein 
L18A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36278 

LIB3051-058-Q1-K2-B12 

BLASTN 

g650 

199 

1.0e-108 

301 

98 

Bovine mRNA for preprolactin, 3' end 

>gi 163624_gb__M36874_BOVPROB2 Cattle prolactin mRNA, 3' 



end 



Seq. No. 


36279 


Seq: ID 


LIB3051-058-Q1-K2-B9 


ixie unoQ 


JDiorlO 1 IN 


NCBI GI 


g2911586 


BLAST score 


67 


E value 


3.0e-29 


Match length 


281 


% identity 


87 


NCBI Description 


Homo sapiens mRNA for putative methyltransf erase 


Seq. No. 


36280 


Seq. ID 


LIB3051-058-Q1-K2-C10 


Method 


BLASTX 


NCBI GI 


g2911026 


BLAST score 


347 


E value 


7.0e-33 


Match length 


124 


% identity 


57 


NCBI Description 


(AL021958) fadE9 [Mycobacterium tuberculosis] 


Seq. No. 


36281 


Seq. ID 


LIB3051-058-Q1-K2-C11 


Method 


BLASTN 


NCBI GI 


g2258466 


BLAST score 


198 


E value 


1.0e-107 


Match length 


278 


% identity 


93 


NCBI Description 


Sus scrofa succinyl-CoA synthetase alpha subunit 


alternatively spliced mRNA, complete cds 


Seq. No. 


36282 


Seq. ID 


LIB3051-058-Q1-K2-C12 



(SCS) 



5533 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl825645 

303 

1.0e-27 

67 
81 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



36283 

LIB3051-058-Q1-K2-D11 

BLASTN 

gl710289 



BLAST score 


100 


TJ 1 T7a 1 np 
j_j value 


5 . Oe-49 


M^5 - t~(™ , Vi 1 An rrf* Vi 


320 


S; -I Hpnf i t V 


83 




Human clone 23882 mRNA, complete cds 




>ai 3005692 ah AF054984 AF054984 Homo sapiens 




mRNA sequence 


Seq. No. 


36284 


Seq. ID 


LIB3051-058-Q1-K2-D12 


I It; Ull^/U 


RLASTN 


1NOJDX OX 


rrl 0^679? 


DXiriO J. ot/UIc 




J_j v al U.™ 


7 Oe-30 


Ma /~* 1 onrff'Vi 


138 


o J- i — L Ly 


68 


NCBI Description 


Bos taurus ornithine decarboxylase (ODC) gene 


Seq. No. 


36285 


Seq. ID 


LIB3051-058-Q1-K2-D4 


J.1C L. 1 lk_/<wi 


BLASTX 


KJPDT (IT 


rr443?R07 


OiariO 1 bOUxc 


Jul 


Hi V CL J- U.C 


2 . Oe-27 


I v lclL.Oll XcIigL.Il 




% identity 


Aft 


NCBI Description 


(AC006570) putative polyprotein [Arabidopsis 


Seq. No. 


36286 


Seq. ID 


LIB3051-058-Q1-K2-E10 


Method 


BLASTN 


NCBI GI 


gl205 


BLAST score 


335 


E value 


0.0e+00 


Match length 


375 


% identity 


97 


NCBI Description 


Sheep mRNA for (Na+ and K+) ATPase catalytic 


Seq. No. 


36287 


Seq. ID 


LIB3051-058-Q1-K2-E11 


Method 


BLASTN 


NCBI GI 


g35219 


BLAST score 


328 


E value 


0.0e+00 



complete cds 



5534 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



415 
95 

Human mRNA for p68 protein 
36288 

LIB3051-058-Q1-K2-E12 

BLASTN 

gl89596 

248 

1.0e-137 

320 
95 

Homo sapiens pancreatic tumor-related protein mRNA, partial 
cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36289 

LIB3051-058-Q1-K2-F12 

BLASTN 

gl62710 

383 

0.0e+00 

389 

99 

Bovine F-l-ATPase beta-subunit mRNA, complete cds 



36290 

LIB3051-058-Q1-K2-G11 

BLASTN 

g4156137 

43 

6.0e-15 

99 

86 

Homo sapiens clone NH0569I24, 
sapiens] 



complete sequence [Homo 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36291 

LIB3051-058-Q1-K2-G12 

BLASTN 

g292923 

141 

2.0e-73 

369 

85 

Human lysyl oxidase (LOX) gene, exon 7 
36292 

LIB3051-058-Q1-K2-G9 

BLASTN 

gl63611 

167 

3.0e-89 

171 

99 

Bovine prolactin gene, exon 5 



Seq. No. 



36293 



5535 



Seq. ID 


LIB3051-058-Q1-K2-H10 


Method 


BLASTN 


NCBI GI 


g432358 


BLAST score 


274 


E value 


1.0e-153 


Match length 


386 


% identity 


93 


NCBI Description 


Human mRNA for ribosomal protein, complete cds 


Seq. No. 


36294 


Seq. ID 


LIB3051-058-Q1-K2-H11 


Method 


BLASTN 


NCBI GI 


g529414 


BLAST score 


196 


E value 


1.0e-106 


Match length 


296 


% identity 


92 


NCBI Description 


Bovine AD P /ATP translocase Tl mRNA, complete cds 


Seq. No. 


36295 


Seq. ID 


LIB3051-058-Q1-K2-H9 


Method 


BLASTN 


NCBI GI 


g!160468 


BLAST score 


187 


E value 


1.0e-101 


Match length 


396 


% identity 


91 


NCBI Description 


Human DNA sequence from cosmid cU177E8, between 



DXS366 and DXS87 on chromosome X 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36296 

LIB3051-060-Q1-K1-C10 

BLASTX 

g2315668 

170 

4.0e-12 

120 
37 

(AF016671) 
elegans] 



similar to alpha/gamma adaptins [Caenorhabditis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36297 

LIB3051-060-Q1-K1-C2 

BLASTX 

g4027897 

592 

2.0e-61 

145 

76 

(AF04 9353) alpha-expansin precursor [Nicotiana tabacum] 



Seq. No. 36298 

Seq. ID LIB3051-060-Q1-K1-D3 

Method BLASTN 

NCBI GI g210811 

BLAST score 32 

E value 9.0e-09 



5536 



Match length 

% identity 

NCBI Description 



36 
97 

Bean pod mottle 
complete middle 



virus coat protein 
component (M) RNA 



gene, complete cds, 



Seq. No. 


36299 


Seq. ID 


LIB3051-060-Q1-K1-D4 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


150 


R va 1 ne 

J—J V U-J- U-L*^* 


8.0e-79 


Match length 


294 


^ i dent it v 


88 


NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) gene, complete 


Seq. No. 


36300 


Sea ID 


LIB3051-060-Q1-K1-D5 




BLASTN 


NCBI GI 


gl69980 




113 


R va 1 hp 

111 V d_L Li.^ 


9.0e-57 


Match lpncrth 


268 


S; n H pn 1 — i i~ w 


87 


NCBI Description 


Soybean heat-shock protein (Gmhsp26-A) gene, complete 


Sea No. 


36301 


^pa TD 


LIB3051-060-Q1-K1-E4 




BLASTX 


NCBI GI 


g3068809 


RT.A^T qrnrp 

-DJ_l.rt.t_> J. 


141 


TT va 1 11 P 

l_i V O.J- Li~ 


1. Oe-08 


Match length 


64 


S; -1 Hpnt- T f" v 


48 


NCBI Description 


(AF059295) Skpl homolog [Arabidopsis thaliana] 


Sea No 


36302 


e *i-4 • -i- « 


LIB3051-060-Q1-K1-E5 


Mp+" Y\ nH 

L ie LllU^A 


BLASTX 


NCRT GT 

LN V-/ J-3 J- \_J J. 


g3719211 




130 


R TTPi 1 1 1 P 


2.0e-ll 


Matph 1 pnath 

1 1GL L-V_.ll ±Cliy 1 1 


102 


S: 1 HptiI - 1 i~\7 


51 


NCBI Description 


(U97021) UIP2 [Arabidopsis thaliana] 


Seq. No. 


36303 


Seq. ID 


LIB3051-060-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


gl420871 


BLAST score 


136 


E value 


4.0e-13 


Match length 


115 


% identity 


51 


NCBI Description 


(X98890) inorganic phosphate transporter 1 [Solanum 



tuberosum] 



Seq. No. 36304 

5537 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-060-Q1-K1-G9 
BLASTN 
g733453 
69 

1.0e-30 

201 
84 

Zea mays chlorophyll a/b-binding apoprotein CP26 (Lhcb5-1) 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36305 

LIB3051-061-Q1-K1-A7 

BLASTN 

g531832 

58 

6.0e-24 

174 

83 

Cloning vector pSport2, 



complete sequence 



36306 

LIB3051-061-Q1-K1-C6 

BLASTX 

g4263521 

440 

1.0e-43 

121 

20 

(AC004044) putative WD-repeat protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36307 

LIB3051-061-Q1-K1-E10 

BLASTX 

g3914468 

191 

1.0e-14 

92 
48 

26S PROTEASOME REGULATORY SUBUNIT S3 (NUCLEAR ANTIGEN 21D7) 

>gi_478411_pir JQ2257 nuclear antigen 21D7 - carrot 

>gi_217 911_dbj_BAA02696_ (D13434) 21D7 antigen [Daucus 
carota] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



36308 

LIB3051-061-Q1-K1-H9 

BLASTN 

g22075 

108 

1.0e-53 

247 

91 

Vigna unguiculata cDNA for stored cotyledon mRNA 
36309 

LIB3051-062-Q1-K1-B4 
BLASTX 



5538 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3096935 
148 

3.0e-15 

105 

57 

(AL023094) putative protein [Arabidopsis thaliana] 
36310 

LIB3051-062-Q1-K1-B5 

BLASTX 

g3913008 

210 

2.0e-17 

51 

80 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 

36311 

LIB3051-062-Q1-K1-C4 

BLASTX 

g2465925 

151 

8.0e-10 

68 

44 

(AF024649) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

36312 

LIB3051-062-Q1-K1-F4 

BLASTX 

g3395428 

193 

1.0e-14 

120 

44 

(AC004683) unknown protein [Arabidopsis thaliana] 
36313 

LIB3051-062-Q1-K1-G10 

BLASTX 

gl707015 

181 

2.0e-13 

63 

57 

(U78721) protein phosphatase 2C isolog [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



36314 

LIB3051-062-Q1-K1-G5 

BLASTN 

g4097570 

53 

5.0e-21 



5539 



Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(!) 



77 
92 

Glycine max farnesylated protein GMFP5 mRNA, partial cds 
36315 

LIB3051-063-Q1-K1-B11 

BLASTN 

g!8644 

361 

O.Oe+OO 

369 

99 

Soybean mRNA for HMG-1 like protein 
36316 

LIB3051-063-Q1-K1-C12 

BLASTX 

g2894599 

343 

2.0e-32 

88 

67 

(AL021889) putative protein [Arabidopsis thaliana] 
36317 

LIB3051-063-Q1-K1-C5 

BLASTN 

gl8729 

43 

5.0e-15 

211 

81 

Soybean 



(Glycine max) 18S ribosomal RNA 



36318 

LIB3051-063-Q1-K1-G5 

BLASTX 

g2982311 

262 

8.0e-23 

93 

55 

(AF051240) probable ubiquit in-conjugating enzyme E2 [Picea 
mariana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36319 

LIB3051-063-Q1-K1-H7 

BLASTX 

g2191171 

277 

2.0e-29 

103 
59 

(AF007270) similar to A. 
[Arabidopsis thaliana] 



thaliana DI19 mRNA (NID:g469110) 



Seq. No. 



36320 



5540 






Seq. ID 


LIB3051-064-Q1-K1-B12 




Method 


BLASTX 




NCBI GI 


g4455172 




BLAST score 


lo3 




E value 


3.0e-ll 




Match length 


51 




% identity 


61 




NCBI Description 


(AL035521) putative protein [Arabidopsis thalianai 




Seq. No. 


36321 




Seq. ID 


LIB3051-064-Q1-K1-B8 




Method 


BLASTN 




NCBI GI 


g2407789 




BLAST score 


38 




E value 


4.0e-12 




Match length 


42 




% identity 


98 


c 


NCBI Description 


Glycine max grrl (grrl) mRNA, complete cds 




Seq. No. 


36322 




Seq. ID 


LIB3051-064-Q1-K1-D11 


**\ 


Method 


BLASTX 




NCBI GI 


g3176072 


X. 


BLAST score 


202 




E value 


5 . Oe-16 




Match length 


57 


U \ 


% identity 


65 




NCBI Description 


(AJ002485) protein phosphatase 1, catalytic beta 






[Medicago sativa] 




Seq. No. 


36323 


M : 


Seq. ID 


LIB3051-064-Q1-K1-F10 


J' v i 


Method 


BLASTN 


Q 


NCBI GI 


gl8764 




BLAST score 


75 




E value 


3.0e-34 




Match length 


215 




% identity 


84 




NCBI Description 


G.max tefSl gene for elongation factor EF-la 




Seq. No. 


36324 




Seq. ID 


LIB3051-064-Q1-K1-F8 




Method 


BLASTN 




NCBI GI 


g758249 




BLAST score 


83 




E value 


9.0e-39 




Match length 


338 




% identity 


82 




NCBI Description 


P. vulgaris mRNA for plasma membrane H+ ATPase 




Seq. No. 


36325 




Seq. ID 


LIB3051-064-Q1-K1-H10 




Method 


BLASTN 




NCBI GI 


gl69980 




BLAST score 


160 




E value 


9.0e-85 




Match length 


304 



5541 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



f 



Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
36326 

LIB3051-065-Q1-K1-A4 

BLASTX 

g461736 

261 

1.0e-22 

95 
57 

MITOCHONDRIAL CHAPERON IN HSP60-2 PRECURSOR 

>gi_47 8786_pir S29316 chaperonin 60 - cucurbit 

>gi~1254 6__emb__CAA50218_ (X708 68) chaperonin 60 [Cucurbita 
sp.] 



ij C VJ • X » v « 


36327 




LIB3051-065-Q1-K1-G7 


Method 


BLASTX 




g3063465 


DLiriu i o^vi c 


191 


E value 


2.0e-14 


MAtr'h 1 encrth 


41 


% identity 


93 


NCBI Description 


(AC003981) F22013.27 [Arabidopsis thaliana] 




36328 




LIB3051-066-Q1-K1-B9 


Mof-Viod 


BLASTN 




gl370165 




315 


E value 


1.0e-177 


Matrh lencrth 


399 


% identity 


95 


NCBI Description 


L.japonicus mRNA for small GTP-binding protein, ] 


Seq. No. 


36329 


Seq. ID 


LIB3051-066-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g2832700 


BLAST score 


384 


E value 


4.0e-37 


Match length 


112 


% identity 


70 


NCBI Description 


(AL021713) unknown protein [Arabidopsis thaliana 


Seq. No. 


36330 


Seq. ID 


LIB3051-066-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g3043415 


BLAST score 


152 


E value 


4.0e-10 


Match length 


77 


% identity 


49 


NCBI Description 


(Y17053) At-hsc70-3 [Arabidopsis thaliana] 


Seq. No. 


36331 



5542 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



CIB3051-066-Q1-K1-H6 

BLASTN 

gl732555 

95 

5.0e-46 

235 
85 

Glycine max desiccation protective protein LEA5 (Lea5) 
mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36332 

LIB3051-067-Q1-K1-A3 

BLASTX 

g2244904 

133 

2.0e-09 

91 

46 

(Z97339) similar to hypothetical protein C02F5.7 - Caenorha 
[Arabidopsis thaliana] 

36333 

LIB3051-067-Q1-K1-B7 

BLASTN 

g22075 

108 

1.0e-53 

176 
90 

Vigna unguiculata cDNA for stored cotyledon mRNA 
36334 

LIB3051-067-Q1-K1-D3 

BLASTN 

g414976 

84 

2.0e-39 

230 

76 

Glycine max Shi-shi 51 kDa seed maturation protein 
(pGmPMlO) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



36335 

LIB3051-067-Q1-K1-E4 

BLASTN 

g2920665 

74 

2.0e-33 

166 

87 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 

36336 

LIB3051-068-Q1-K1-D12 

BLASTN 

g3378649 



5543 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



(GBF2A) mRNA, 3' end 



138 

1.0e-71 
318 
86 

M.sativa mRNA translated from abscisic activated gene 
36337 

LIB3051-068-Q1-K1-E8 
BLASTN 
gl69958 
66 

9.0e-29 
214 
83 

Glycine max G-box binding factor 
36338 

LIB3051-069-Q1-K1-B7 

BLASTN 

g3821780 

36 

9.0e-ll 

48 

67 

Xenopus laevis cDNA clone 27A6-1 
36339 

LIB3051-069-Q1-K1-C7 

BLASTN 

g456713 

144 

2.0e-75 

270 

32 

Glycine max gene for ubiquitin, complete cds 
36340 

LIB3051-069-Q1-K1-D12 

BLASTX 

g461753 

309 

3.0e-28 

126 

42 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 

PRECURSOR >gi_419773_pir S31164 ATP-dependent ClpB 

proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 

36341 

LIB3051-069-Q1-K1-G2 

BLASTX 

g4325324 

227 

9.0e-19 
125 



5544 



% identity 43 

NCBI Description (AF125574) lysyl-tRNA synthetase; LysRS [Arabidopsis 
thaliana] 

Seq. No. 36342 

Seq. ID LIB3051-069-Q1-K1-G9 

Method BLASTX 

NCBI GI g433970 

BLAST score 145 

E value , - 8.0e-21 

Match length 132 

% identity 11 

NCBI Description (Z28649) polyubiquitin [Acetabularia cliftonii] 

Seq. No. 36343 

Seq. ID LIB3051-069-Q1-K1-H8 

Method BLASTX 

NCBI GI gl220180 

BLAST score 150 

E value 1.0e-09 

Match length 54 

% identity 54 

NCBI Description (Z69996) dormancy related protein [Trollius ledebourii] 

Seq. No. 36344 

Seq. ID LIB3051-070-Q1-K1-B11 

Method BLASTN 

NCBI GI g2815245 

BLAST score 58 

E value 7.0e-24 

Match length 242 

% identity 81 

NCBI Description C. arietinum mRNA for class I type 2 metallothionein (cl 
CanMT-2) 

Seq. No. 36345 

Seq. ID LIB3051-070-Q1-K1-B9 

Method BLASTX 

NCBI GI g3075397 

BLAST score 179 

E value 3.0e-13 

Match length 95 

% identity 44 

NCBI Description (AC004484) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 36346 

Seq. ID LIB3051-070-Q1-K1-E4 

Method BLASTX 

NCBI GI g2760323 

BLAST score 287 

E value 1.0e-25 

Match length 54 

% identity 39 

NCBI Description (AC002130) F1N21.8 [Arabidopsis thaliana] 

Seq. No. 36347 

Seq. ID LIB3051-070-Q1-K1-F5 



5545 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4263722 

200 

1.0e-15 

101 

42 

(AC006223) 



putative glucan synthase [Arabidopsis thaliana] 



36348 

LIB3051-071-Q1-K1-A11 

BLASTN 

g4097879 

102 

4.0e-50 

365 
84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

36349 

LIB3051-071-Q1-K1-A3 

BLASTN 

gl70007 

273 

1.0e-152 

385 

93 

Soybean 18 kD late embryogenesis abundant (Lea) protein 
mRNA, complete cds 

36350 

LIB3051-071-Q1-K1-B3 

BLASTX 

g81812 

194 

6.0e-15 

119 

39 

seed maturation protein - soybean >gi_18750_emb_CAA45126_ 
(X63565) soybean seed maturation polypeptides [Glycine max] 
>gi_169963 (M97285) maturation protein [Glycine max] 
>gi_1079650 (U38246) late embryogenesis abundant protein 

[Glycine soja] >gi_4 45632_prf 1909377A maturation protein 

GmPM9 [Glycine max] 

36351 

LIB3051-071-Q1-K1-B4 

BLASTN 

gl518358 

66 

1.0e-28 

304 

83 

M.soulangeana mitochondrial gene for NADH dehydrogenase 
subunit3 and ribosomal protein S12 



Seq. No. 



36352 



5546 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-071-Q1-K1-B5 
BLASTX 
g421954 
230 

2.0e-27 

153 

42 

hypothetical protein 3 
>gi_2 143 3_emb_CAA3 6 6 1 5_ 



- potato transposon Tstl 
(X52387) ORF3 [Solanum tuberosum] 



O \3 • V* \J . 


36353 




Seq. ID 


LIB3051-071-Q1-K1-D3 




Mpthnd 


BLASTX 




NCBI GI 


gl841870 




BLAST score 


201 




iii vctj.u.t; 


l.Oe-15 




TVA -a 4- /i Vi "1 /"\n"> <"r4- Tn 

riaucn -Lclly LI1 


66 




i> KJ.cIlt.JLuy 


59 






(U87222) elongation factor 1-beta [Pimpinella brachyca 


oeq. no* 


36354 






LIB3051-071-Q1-K1-D9 




lyie uiiou. 


BLASTN 






g2055229 




BLAST score 


94 




E value 


2.0e-45 




L*Ia.L^ii _LCli.yL.il 


246 




^ lQeiiLity 


85 




iNUoJ- uescription 


Soybean mRNA for SRC2, 


complete cds 


C a rr Ma 

oeq. iNO . 


36355 




ocq» ±u 


LIB3051-071-Q1-K1-F5 




Method 


BLASTX 




NCBI GI 


g4204288 




BLAST score 


314 




E value 


5.0e-29 




Match length 


105 




% identity 


52 




NCBI Description 


(AC003027) lcl_prt_seq 


No definition line found 




[Arabidopsis thaliana] 




Seq. No. 


36356 




Seq. ID 


LIB3051-071-Q1-K1-H8 




Method 


BLASTX 




NCBI GI 


g2499613 




BLAST score 


199 




E value 


l.Oe-15 




Match length 


103 





% identity 

NCBI Description 



44 

MITOGEN-ACTIVATED PROTEIN KINASE HOMOLOG MMK2 
>gi_1204129__emb_CAA57719_ (X82268) protein kinase [Medicago 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



36357 

LIB3051-072-Q1-K1-B5 

BLASTX 

g2738248 



5547 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match 1 
% ident 
NCBI De 



ength 
ity 

scription 



197 

8.0e-16 
66 
65 

(U97200) cobalamin-independent methionine synthase 
[Arabidopsis thaliana] 

36358 

LIB3051-072-Q1-K1-E2 
BLASTX 
g4538923 
159 

7-0e-ll 

65 
48 

(AL049483) predicted protein destination factor 
[Arabidopsis thaliana] 

36359 

LIB3051-072-Q1-K1-E5 
BLASTX 
g4538923 
240 

2.0e-20 
68 
68 

(AL049483) predicted protein destination factor 
[Arabidopsis thaliana] 

36360 

LIB3051-072-Q1-K1-F11 
BLASTX 
g464986 
199 

1.0e-15 
63 
62 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 9 
LIGASE 9) (UBIQUITIN CARRIER PROTEIN 9) 

>gi_421857_pir S32674 ubiquitin — protein ligase (EC 

6.3.2.19) UBC9 - Arabidopsis thaliana 

>gi_297884_emb_CAA78714_ (Z14990) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] >gi_349211 (L00639) 
ubiquitin conjugating enzyme [Arabidopsis thaliana] 
>gi_600391_emb_CAA51201_ (X72626) ubiquitin conjugating 
enzyme E2 [Arabidopsis thaliana] 

>gi_4455355_emb_CAB36765.1_ (AL035524) ubiquitin-protein 
ligase UBC9 [Arabidopsis thaliana] 



(UBIQUITIN-PROTEIN 
(UBCAT4B) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



36361 

LIB3051-072-Q1-K1-H9 

BLASTX 

g4455208 

140 

5.0e-09 

57 

51 



5548 



NCBI Description 


(AL035440) putative protein [Arabidopsis thaliana] 


Seq. No. 


36362 


Seq. ID 


LIB3051-073-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


3.0e-09 


Match length 


38 


% identity 


45 


NCBI Description 


Xenopus laevis cDNA clone 27A6-1 


Seq. No. 


36363 


Seq. ID 


LIB3051-073-Q1-K1-D3 


Method 


BLASTX 


NCBI GI 


g4160280 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


53 


% identity 


60 


NCBI Description 


(AJ006224) purple acid phosphatase [Ipomoea batatas; 


Seq. No. 


36364 


Seq. ID 


LIB3051-073-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g464985 


BLAST score 


250 


E value 


2.0e-21 


Match length 


86 


% identity 


59 


NCBI Description 


UBIQUITIN-CONJUGATING ENZYME E2-17 KD 8 (UBIQUITIN-; 



LIGASE 8) (UBIQUITIN CARRIER PROTEIN 8) (UBCAT4A) 
>gi_398699_emb_CAA78713_ (Z14989) ubiquitin conjugating 
enzyme homolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36365 

LIB3051-074-Q1-K1-B6 

BLASTX 

gll68410 

155 

7.0e-ll 

48 
69 

FRUCTOSE-B IS PHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 2 

>gi_2118267_pir S58167 fructose-bisphosphate aldolase {EC 

4.1.2.13) - garden pea >gi_927505_emb_CAA61947_ (X89829) 
fructose-1, 6-bisphosphate aldolase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36366 

LIB3051-074-Q1-K1-C1 

BLASTX 

g3063708 

471 

3.0e-47 

134 

67 

(AL022537) putative protein 



[Arabidopsis thaliana] 



5549 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36367 

LIB3051-074-Q1-K1-C5 

BLASTX 

g2921317 

145 

2.0e-09 

66 

50 

(AF034108) beta-1, 3-glucanase 3 [Glycine max] 



Sea No. 


36368 




LIB3051-074-Q1-K1-G9 


Method 


BLASTX 


NCBI GI 


g2598589 


JDX-l.rt.kJ A. O OW-L \Z 


197 


Hi Val LLC 


1.0e-15 


TV/T o +" /"i V\ ~\ ^t-> <-r-4-V> 


76 


9: i H on f i 1" v 

X) XUCllL-L 


50 




(Y15367) MtNl9 [Medicago truncatula] 




36369 


beq. lu 


T.TB3051-075-O1-K1-B12 


Method 


BLASTN 


NCBI GI 


g3821780 


DT ACT CPAro 


36 


Hi vdXLlc 


6. Oe-11 


jyiai-cn jLengi-ii 


36 


"5 J- tifci 1 1 L. _L L. y 


100 


NLbl ue scrip Lion 


Ypnnnnq laevis cDNA clone 27A6-1 


Qorf Kin 


36370 


beq. iu 


T.TR3051-075-O1-K1-D4 


Method 


BLASTN 


NCBI GI 


g3821780 


Dliiib 1 SCOlC 


^6 
j \j 


Ej Value 


1 . Oe-10 


Match length 


o u 


^> XLltSIl 1- J. L._y 


100 


vfPD T nQorivl ■nf' i on 

JNIL/Dx uescripLiuii 


Xenopus laevis cDNA clone 27A6— 1 


Seq. No. 


36371 


Seq. ID 


LIB3051-075-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


gl!77405 


BLAST score 


145 


E value 


2.0e-09 


Match length 


70 


% identity 


41 


NCBI Description 


(X89855) citrate binding protein [Hevea 


Seq. No. 


36372 


Seq. ID 


LIB3051-075-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


1. Oe-10 



brasiliensis] 



5550 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Xenopus laevis cDNA clone 27A6-1 
36373 

LIB3051-077-Q1-K1-B6 

BLASTX 

g2708744 

306 

5.0e-28 

130 

46 

(AC003952) putative Bop-like zinc finger protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36374 

LIB3051-077-Q1-K1-E5 

BLASTX 

g3135265 

125 

5.0e-15 

80 

57 

(AC003058) unknown protein [Arabidopsis thaliana] 
36375 

LIB3051-077-Q1-K1-H12 

BLASTX 

g2708741 

307 

5.0e-28 

128 

53 

(AC003952) hypothetical protein [Arabidopsis thaliana] 
36376 

LIB3051-078-Q1-K1-A12 

BLASTN 

g2052028 

123 

8.0e-63 

219 

89 

G.max mRNA for glutathione transferase 
36377 

LIB3051-078-Q1-K1-B3 

BLASTX 

g2435519 

214 

2.0e-17 

88 

52 

(AF024504) similar to mouse MEM3 (GB:U47024 and S. 
cerevisiae vacuolar sorting protein 35 (SW;P34110) 
[Arabidopsis thaliana] 



5551 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



36378 

LIB3051-078-Q1-K1-C2 

BLASTN 

gl498171 

133 

5.0e-69 

165 
95 

Glycine max mRNA for uricase (Nod-35) , complete cds 
36379 

LIB3051-078-Q1-K1-E6 

BLASTX 

gl707640 

301 

2.0e-27 

90 

63 

(X98355) transcription factor GAMyb [Oryza sativa] 
36380 

LIB3051-078-Q1-K1-E9 

BLASTX 

gl542941 

226 

9.0e-19 

57 

81 

(X78116) Acetoacetyl-coenzyme A thiolase [Raphanus sativus] 
36381 

LIB3051-078-Q1-K1-G10 

BLASTX 

g!59967 

158 

8.0e-ll 

80 
46 

(M36919) histone H3 [Paracentrotus lividus] 
36382 

LIB3051-078-Q1-K1-G11 

BLASTX 

g2147484 

414 

9.0e-41 

115 
64 

homeotic protein - Phalaenopsis sp >gi_1173622 (U34743) 
homeobox protein [Phalaenopsis sp. 'hybrid SM9108 1 ] 

36383 

LIB3051-079-Q1-K1-D5 

BLASTN 

g3510343 

46 

1.0e-16 



5552 



Match length 

% identity 

NCBI Description 



Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MJC20, complete sequence [Arabidopsis thaliana] 





Seq. No. 


36384 




Seq. ID 


LIB3051-079-Q1-K1- 




Mpt hod 


BLASTX 




NCBI GI 


g4378659 




BLAST score 


150 




F, value 


7.0e-10 




Match lencrth 


32 




% identity 


88 




NCBI Description 


(AF107726) cyclic 






thaliana] 




Seq. No. 


36385 




Sea. ID 


LIB3051-079-Q1-K1- 




Mpth orf 


BLASTN 




NCBI GI 


g479059 






373 




"P 1 ^73 1 IIP 


0 . 0e+00 




Match lenath 


381 




% identitv 


99 




NCBI Description 


G.max (Fiskeby V) 


b% 


9pn* No 


36386 




q^rr TD 


LIB3051-07 9-Q1-K1- 




L It; LiiUu 


BLASTN 




NCBI GI 


g479059 






170 




F. 1 HP 

lit V CX J- IX ^ 


7.0e-91 


U 


Match length 


210 




% identity 


95 




NCBI Descriotion 


G.max (Fiskeby V) 




Seq. No. 


36387 




Seq. ID 


LIB3051-080-Q1-K1 




Method 


BLASTN 




NCBI GI 

\s i-J X. \J X. 


g2270993 




BLAST score 


43 




Hi ValUC 


2.0e-15 




M^'hr'h 1 pncri"h 


91 




% identity 


87 




NCBI Description 


Glycine max Ca+2- 






complete cds 




Seq. No. 


36388 




Seq. ID 


LIB3051-081-Q1-K1 




Method 


BLASTX 




NCBI GI 


g825756 




BLAST score 


161 




E value 


5.0e-ll 




Match length 


75 



cyclic nucleotide gated channel [Arabidopsis 



% identity 

NCBI Description 



44 

(U12391) 
pSport2] 



beta-galactosidase alpha peptide [Cloning vector 



5553 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36389 

LIB3051-081-Q1-K1-G1 

BLASTX 

g2887288 

281 

5.0e-25 
109 
47 

(AJ001810) 
sapiens] 



mRNA cleavage factor I 25 kDa subunit [Homo 



Seq. No. 
Seq. ID 



36390 

LIB3051-081-Q1-K1-G3 

BLASTX 

gl514643 

220 

7.0e-18 
136 

39 , i 

(Z70524) PDR5-like ABC transporter [Spirodela polyrrhiza] 

36391 

LIB3051-082-Q1-K1-F10 

BLASTX 

g282994 

163 

2.0e-24 

86 

76 

Sipl protein - barley >gi_167100 (M77475) seed imbibition 
protein [Hordeum vulgare] 

36392 

LIB3051-083-Q1-K1-B4 

BLASTX 

g3776581 

141 

1.0e-08 

75 
44 

(AC005388) Similar to Beta integral membrane protein 
homolog gb_U43629 from A. thaliana. [Arabidopsis thaliana] 

36393 

LIB3051-083-Q1-K1-D4 

BLASTN 

gll61251 

327 

0.0e+00 

335 

99 

Glycine max nucleosome assembly protein 1 (SNAP-1) mRNA, 
complete cds 

36394 

LIB3051-084-Q1-K1-B11 



5554 



Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



BLASTX 
g4512653 
506 

2.0e-51 

126 

79 

(AC007048) 



unknown protein [Arabidopsis thaliana] 



36395 

LIB3051-084-Q1-K1-D12 

BLASTN 

gl8743 

42 

1.0e-14 

122 
84 

G.max niRNA from stress-induced gene 



(SAM22) 



36396 

LIB3051-084-Q1-K1-H7 

BLASTX 

g3033386 

163 

4.0e-ll 

87 

44 

(AC004238) RING3-like protein [Arabidopsis thaliana] 
36397 

LIB3051-085-Q1-K1-B11 
BLASTX 



NCBI GI 


g3421123 


BLAST score 


408 


E value 


6.0e-40 


Match length 


113 


% identity 


68 


NCBI Description 


(AF043538) , 




thaliana] 


Seq. No. 


36398 


Seq. ID 


LIB3051-085 


Method 


BLASTX 


NCBI GI 


g3688193 


BLAST score 


206 


E value 


3.0e-16 


Match length 


93 


% identity 


51 


NCBI Description 


(AJ010091) 


Seq. No. 


36399 


Seq. ID 


LIB3051-085 


Method 


BLASTX 


NCBI GI 


g4218535 


BLAST score 


183 


E value 


9.0e-14 


Match length 


70 


% identity 


54 



20S proteasome beta subunit PBG1 [Arabidopsis 



1 protein kinase [Brassica napus] 



5555 



# 



NCBI Description (AJ010829) GRAB1 protein [Triticum sp.] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36400 

LIB3051-085-Q1-K1-H11 

BLASTX 

g2507421 

183 

1.0e-14 

72 
64 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4490709_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36401 

LIB3051-085-Q1-K1-H4 

BLASTX 

g2982303 

220 

4.0e-18 

76 
62 

(AF051236) hypothetical protein [Picea manana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



36402 

LIB3051-086-Q1-K1-A3 

BLASTX 

g2970051 

287 

7.0e-26 

107 

59 

(AB012110) ARG10 [Vigna radiata] 
36403 

LIB3051-086-Q1-K1-C10 

BLASTX 

gl!68529 

231 

4.0e-25 

107 

58 

SERINE/THREONINE-PROTEIN KINASE ASK1 >gi_541890_pir S36944 

probable serine/threonine-specific protein kinase (EC 
2.7.1.-) (clone ASK1) - Arabidopsis thaliana >gi_166882 
(M91548) serine/threonine kinase [Arabidopsis thaliana] 
>gi 1931648 (U95973) Ser/Thr kinase [Arabidopsis thaliana] 

36404 

LIB3051-086-Q1-K1-E11 

BLASTN 

gl8764 

124 

2.0e-63 

228 
89 



5556 



NCBI Description G.max tefSl gene for elongation factor EF-la 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36405 

LIB3051-086-Q1-K1-E3 

BLASTN 

gl8743 

70 

5.0e-31 

166 

86 

G.max mRNA from stress-induced gene (SAM22) 
36406 

LIB3051-086-Q1-K1-H12 

BLASTX 

g464981 

158 

7.0e-ll 

76 
49 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD (UBIQUITIN-PROTEIN 
LIGASE) (UBIQUITIN CARRIER PROTEIN) >gi__388207 (L237 62) 
ubiquitin carrier protein [Lycopersicon esculentum] 

36407 

LIB3051-087-Q1-K1-B2 

BLASTX 

g2275216 

162 

1.0e-ll 

47 

62 

(AC002337) cytochrome c oxidase Vc subunit isolog 
[Arabidopsis thaliana] 



Seq. No. 36408 

Seq. ID LIB3051-087-Q1-K1-C10 

Method BLASTX 

NCBI GI g!708152 

BLAST score 177 

E value 8.0e-13 

Match length 114 

NCBI^escription PROBABLE ATP-DEPENDENT RNA HELICASE DBP5 (HELICASE CA5/6) 

>gi 2133053_pir S66920 probable RNA helicase CA5/6 - yeast 

(Saccharomyces cerevisiae) >gi_1353268 (U28135) Dbp5p 
[Saccharomyces cerevisiae] >gi_1420175__emb_CAA99237_ 
(Z74954) ORF YOR046c [Saccharomyces cerevisiae] 



Seq. No. 36409 

Seq. ID LIB3051-087-Q1-K1-E9 

Method BLASTX 

NCBI GI g2342682 

BLAST score 169 

E value 2.0e-12 

Match length 56 

% identity 57 



5557 



NCBI Description (AC000106) Contains similarity to Rattus AMP-activated 
protein kinase (gb_X95577). [Arabidopsis thaliana] 



Seq. No. 

Seq/ ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ^score 

E value 

Match length 

% identity 

NCBI Description 



36410 

LIB3051-087-Q1-K1-F3 

BLASTN 

gl8743 

114 

3.0e-57 

382 

83 

G.max mRNA from stress-induced gene (SAM22) 
36411 

LIB3051-087-Q1-K1-F8 

BLASTX 

g4049532 

197 

4.0e-15 

73 

53 

(AL031764) hypothetical protein [Schizosaccharomyces pombe] 
36412 

LIB3051-087-Q1-K1-G6 

BLASTN 

g473987 

36 

5.0e-ll 

92 

85 

Rice mRNA, partial homologous to histone H3 gene 
36413 

LIB3051-087-Q1-K1-H4 

BLASTX 

g4559353 

319 

2.0e-29 

140 

50 

(AC006585) putative extragenic suppressor protein 
[Arabidopsis thaliana] 



Seq. No. 36414 

Seq. ID LIB3051-087-Q1-K1-H9 

Method BLASTX 

NCBI GI g3319354 

BLAST score 272 

E value 8.0e-37 

Match length 111 

% identity 7 8 

NCBI Description (AF077407) contains similarity to sugar transporters (Pfam 
sugar_tr.hmm, score: 395.39) [Arabidopsis thaliana] 

Seq. No. 36415 r ~ 

Seq. ID LIB3051-088-Q1-K1-B3 



5558 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3641252 

185 

9.0e-14 

87 

17 

(AF053127) leucine-rich receptor-like protein kinase [Malus 
domestica] 

36416 

LIB3051-088-Q1-K1-C7 

BLASTX 

gl34194 

159 

4.0e-ll 

51 
63 

STRESS- INDUCED PROTEIN SAM22 >gi_99918 jpir S20518 

hypothetical protein - soybean >gi_18744_emb_CAA42646_ 
(X60043) ORF [Glycine max] 

36417 

LIB3051-088-Q1-K1-H10 

BLASTX 

gl549222 

233 

3.0e-41 

89 

96 

(D87821) NtSarl protein [Nicotiana tabacum] 
36418 

LIB3051-090-Q1-K1-A12 

BLASTN 

g3171875 

169 

3.0e-90 

266 

98 

Homo sapiens DNA sequence from PAC 127D3 on chromosome 
lq23-25. Contains FM02 and FM03 genes for Flavin-containing 
Monooxygenase 2 and Flavin-containing Monooxygenase 3 
(Dimethylaniline Monooxygenase (N-Oxide 3, EC1.14.1 

36419 

LIB3051-090-Q1-K1-C12 

BLASTN 

g339567 

363 

0.0e+00 

383 

99 

Human transforming growth factor-beta induced gene product 
(BIGH3) mRNA, complete cds . 

>gi_4507466_ref_NM_000358.1_TGFBI_ Homo sapiens 
transforming growth factor, beta-induced, 68kD (TGFBI) mRNA 
>gi_996468_gb_I14045_I14045 Sequence 1 from patent- US 



5559 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36420 

LIB3051-090-Q1-K1-D12 

BLASTN 

g4557017 

391 

0.0e+00 

411 

99 

Homo sapiens chitinase 3-like 
(CHI3L1) mRNA 



1 (cartilage glycoprotein-39) 



oeq. LNO . 


36421 




LIB3051-090- 


Method 


BLASTN 


NCBI GI 


g510514 


BLAST score 


116 


E value 


2.0e-58 


Match length 


403 


% identity 


82 


NCBI Description 


G.max KTi-S 


Seq. No. 


36422 


Seq. ID 


LIB3051-090 


Method 


BLASTX 


NCBI GI 


g3080371 


BLAST score 


94 


E value 


1.0e-08 


Match length 


84 


% identity 


45 


NCBI Description 


(AL022580) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



putative pectinacetylesterase protein 
[Arabidopsis thaliana] 

36423 

LIB3051-090-Q1-K1-F4 

BLASTX 

g4006893 

423 

1.0e-41 

136 
78 

(Z99708) aminopeptidase-like protein [Arabidopsis thaliana] 



36424 

LIB3051-090-Q1-K1-G12 

BLASTN 

g452937 

279 

1.0e-156 

303 
98 

complement factor B [human, liver, 



mRNA, 2447 nt] 



36425 

LIB3051-090-Q1-K1-H1 

BLASTX 

g4455155 



5560 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



jjV 

228 

6.0e-21 

93 
58 

(AL022023) EF-1 alpha ■ 
[Arabidopsis thaliana] 



like protein (fragment) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36426 

LIB3051-090-Q1-K1-H2 

BLASTX 

gl906826 

160 

5.0e-ll 

87 

52 

(Y11827) heat shock protein [Arabidopsis thaliana] 
36427 

LIB3051-090-Q1-K1-H7 

BLASTN 

gl70009 

149 

3.0e-78 

245 

90 

Soybean late embryogenesis abundant (LEA) protein mRNA, 
complete cds 



Seq. No. 36428 

Seq. ID LIB3051-091-Q1-K1-A4 

Method BLASTX 

NCBI GI g4102839 

BLAST score 161 

E value 1.0e-ll 

Match length 96 

% identity 45 

NCBI Description (AF016713) LeOPTl [Lycopersicon esculentum] 
36429 

LIB3051-091-Q1-K1-A5 
BLASTN 
gl778373 
55 

4.0e-22 
103 
89 

Pisum sativum glycine-rich RNA-binding protein PsGRBP mRNA, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 36430 

Seq. ID LIB3051-091-Q1-K1-B5 

Method BLASTX 

NCBI GI g4580467 

BLAST score 360 

E value 3.0e-34 

Match length 131 

% identity 59 



5561 



NCBI Description (AC006081) putative protein phosphatase; similar to protein 
, phosphatase 2C from Mesembryanthemum [Arabidopsis thaliana] 



Seq. No. 


36431 


Seq. ID 


LIB3051-( 


Mot - Vi or? 


BLASTX 


MPDT (IT 


g2959358 


D±jri.D 1 oUUlc 


189 


T 1 IIP 


2.0e-14 




76 


% "1 Ht^Ti+" "i +" \T 

o _L ucii i — l 


53 


NCBI Description 


(X96758) 


Seq. No. 


36432 


Seq. ID 


LIB3051- 


Method 


BLASTX 


NCBI GI 


g2632527 


BLAST score 


120 


E value 


7.0e-15 



clathrin coat assembly protein AP17 [Zea mays] 



Match length 

% identity 

NCBI Description 



82 
52 

(Z99105) similar to hypothetical proteins [Bacillus 
subtilis] >gi_3599664_dbj_BAA33139_ (AB006424) ybgG 
[Bacillus subtilis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36433 

LIB3Q51-091-Q1-K1-E12 

BLASTX 

g3927830 

187 

1.0e-14 

63 

67 

(AC005727) hypothetical protein [Arabidopsis thaliana] 
36434 

LIB3051-091-Q1-K1-F7 

BLASTN 

g762878 

61 

1.0e-25 

136 

87 

Psophocarpus tetragonolobus mRNA for chitinase, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36435 

LIB3051-091-Q1-K1-H7 

BLASTX 

g2661840 

271 

7.0e-24 

109 

53 

(Y15430) adenosine kinase [Physcomitrella patens] 



Seq. No. 



36436 



5562 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-091-Q1-K1-H9 

BLASTX 

g2924777 

190 

3.0e-14 

147 

4 

(AC002334) putative receptor protein kinase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36437 

LIB3051-092-Q1-K1-B6 

BLASTX 

g2130051 

227 

6.0e-19 

89 
54 

xylose isomerase (EC 5.3.1.5) - barley 
>gi_1296807_emb_CAA64544_ (X95256) xylose isomerase 

[Hordeum vulgare] >gi_1588664_prf 2209268A xylose 

isomerase [Hordeum vulgare] 



Seq. No. 


36438 


Seq. ID 


LIB3051-092-Q1-K1-C4 


Method 


BLASTN 


NCBI GI 


g4519672 


BLAST score 


63 


E value 


7.0e-27 


Match length 


131 


% identity 


87 


NCBI Description 


Nicotiana tabacum WREBP 


Seq. No. 


36439 


Seq. ID 


LIB3051-092-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


gl707021 


BLAST score 


265 


E value 


3.0e-23 


Match length 


113 


% identity 


46 


NCBI Description 


(U78721) Ubiquit in-con j 



complete cds 



E2-16kD isolog 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36440 

LIB3051-092-Q1-K1-G2 

BLASTX 

gl848212 

151 

4.0e-10 
70 
24 

(Y11209) 
tabacum] 



protein disulf ide-isomerase precursor [Nicotiana 



Seq. No. 
Seq. ID 



36441 

LIB3051-092-Q1-K1-H8 



5563 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g2580499 

185 

9.0e-14 

111 

42 

(U67186) 



NADPH: f errihemoprotein oxidoreductase 



[Eschscholzia californica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36442 

LIB3051-093-Q1-K1-A12 

BLASTN 

g2338731 

345 

0.0e+00 

365 

99 

Homo sapiens phosphatidylinositol synthase 
complete cds 



(PIS) mRNA, 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36443 

LIB3051-093-Q1-K1-C10 

BLASTN 

g23896 

347 

0.0e+00 

379 

99 

Human placental cDNA coding for 5 ■ nucleotidase (EC 3.1.3.5) 
>gi_4505466_ref_NM_002526.1_NT5_ Homo sapiens 5 f 
nucleotidase (CD73) (NT5) mRNA 



Seq. No. 36444 

Seq. ID LIB3051-093-Q1-K1-C3 

Method BLASTX 

NCBI GI g2665890 

BLAST score 194 

E value 7.0e-15 

Match length 70 

% identity 57 

NCBI Description (AF035944) calcium-dependent protein kinase [Fragana x 
ananas sa] 



Seq. No. 36445 

Seq. ID LIB3051-093-Q1-K1-F12 

Method BLASTN 

NCBI GI g303900 

BLAST score 311 

E value 1.0e-175 

Match length 389 

% identity 29 

NCBI Description Soybean gene for ubiquitin, complete cds 



Seq. No. 36446 . 

Seq. ID LIB3051-093-Q1-K1-H7 

Method BLASTX 

NCBI GI g3738316 



5564 



BLAST score 

E value 

■Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



248 

3.0e-21 

73 

64 

(AC005170) unknown protein [Arabidopsis thaliana] 
36447 

LIB3051-094-Q1-K1-A1 

BLASTN 

g3821780 

32 

1.0e-08 

72 
41 

Xenopus laevis cDNA clone 27A6-1 
36448 

LIB3051-094-Q1-K1-B12 

BLASTX 

g2244876 

184 

4.0e-15 

105 

45 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
36449 

LIB3051-094-Q1-K1-F12 

BLASTX 

g3355478 

195 

6.0e-15 

106 

42 

(AC004218) hypothetical protein [Arabidopsis thaliana] 
36450 

LIB3051-094-Q1-K1-F8 

BLASTX 

gll09697 

218 

1.0e-17 

73 

53 

(X83380) gibberellin 20-oxidase [Arabidopsis thaliana] 
36451 

LIB3051-094-Q1-K1-H8 

BLASTN 

g456713 

164 

3.0e-87 

252 
29 

Glycine max gene for ubiquitin, complete cds 



Seq. No. 



36452 



5565 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-095-Q1-K1-A11 

BLASTN 

gl794171 

41 

7.0e-14 

109 

85 

Glycine max lipoxygenase-3 mRNA f complete cds 
36453 

LIB3051-095-Q1-K1-C8 

BLASTX 

g4090259 

223 

1.0e-18 

76 

53 

(AJ131733) ubiquit in-conjugating enzyme E2 [Pseudotsuga 
menziesii] 



Con 1 "NTn 

ot=q . imu • 


36454 


Seq. ID 


LIB3051-095-Q1-K1-D3 


Mo "f~ Vi o /H 


BLASTX 


MPDT {IT 


a2829927 


BLAST score 


196 


E value 


4.0e-15 


Ma Vi 1 on nt" 
l id u t-'ii -L™ny uxi 


121 




43 


MPDT noor , T ,i i t^+"1 r^T\ 


(AC002291) Unknown protein [Arabidopsis thaliana 


oeq. 1NL>. 


36455 


oeq. ±u 


T.TR^OSl-OQS-Ol-Kl-D? 


Method 


BLASTX 


NCBI GI 


g4006829 


BLAST score 


213 


E value 


3.0e-35 


Match length 


93 


% identity 


86 


NCBI Description 


(AC005970) .putative protein kinase [Arabidopsis 


Seq. No. 


36456 


Seq. ID 


LIB3051-095-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


gl70065 


BLAST score 


290 


E value 


1.0e-162 


Match length 


346 


% identity 


12 


NCBI Description 


Soybean (G.max) proline-rich cell wall protein { 




gene, complete cds 


Seq. No. 


36457 


Seq. ID 


LIB3051-095-Q1-K1-H1 


Method 


BLASTN 


NCBI GI 


gl70065 


BLAST score 


194 


E value 


1.0e-105 



5566 



Match length 402 

% identity 19 , /c , WOT , nov 

NCBI Description Soybean (G.max) proline-rich cell wall protein (SbPRP^J 
gene, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36458 

LIB3051-096-Q1-K1-B12 

BLASTX 

g3548802 

610 

1.0e-63 

147 

75 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36459 

LIB3051-096-Q1-K1-C1 

BLASTX 

g4567286 

312 

1.0e-28 

89 

67 

(AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36460 

LIB3051-096-Q1-K1-E1 

BLASTX 

g3482974 

187 

3.0e-17 

136 

46 

(AL031369) ATP-dependent Clp proteinase-like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36461 

LIB3051-096-Q1-K1-F1 

BLASTX 

g4567286 

486 

5.0e-49 

100 
27 

(AC006841) 
thaliana] 



putative coatomer alpha subunit [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



36462 

LIB3051-096-Q1-K1-F5 

BLASTX 

g4567286 

168 

9.0e-12 
92 



5567 



% identity 42 

NCBI Description (AC006841) putative coatomer alpha subunit [Arabidopsis 
thaliana] 



Seq. No. 


36463 


Seq. ID 


LIB3051-096-Q1-K1-G3 


Method 


DT 7\ Qrpv 
rSliiiO 1 A 


VTiTn T H T 

NCbl hi 


g4oooy4 / 


dJjAoi score 


400 


E value 


y . ue— 4 d 


Match length 


1 1 *7 
11/ 


-6 identity 


"3 Q 
JO 


NCBI Description 


(AL049483) putative mitochondrial carrier protein 




[Arabidopsis thaliana] 


Seq. No. 


36464 


beq. id 


IiIid^uoi - uyo - yi i\i n / 


Method. 


DliAolA 


NCBI GI 


g3021348 


dJjAoi score 




E value 


3 . Oe-17 


Match length 


89 


% identity 


04 


NCBI Description 


(AJ004961) ribosomal protein L18 [Cicer arietinum] 


Seq. No. 


36465 


Seq. ID 


LIB3051-097-Q1-K1-B8 


wetnoa 


DT 7\o rpvr 


NCBI GI 


guyy.5 /y 


BLAST score 


3d 


Hj vaiue 


0 . US 4 0 


Match length 


211 


% identity 


y4 


NCBJ Description 


Glycine max S — adenosyl~-L— methionine tdelta24— sterol~C — 




me tnyiTzrans xerase uikjnjB./ coiupiene cqs 


Seq. No. 


36466 


beq. id 


LIB^Uoi-Uy /-Ql-Kl-Do 


Method 


BLASTX 


NCBI GI 


g3641868 


dLiAox score 


loo 


E value 


5 . Oe-11 


Match length 


ol 


% identity 


ol 


NCBI Description 


(AJ011012) hypothetical protein [Cicer arietinum] 


oeq. 1NO. 


•J D^t 0 / 


Seq. ID 


LIB3051-097-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


g2920665 


BLAST score 


47 


E value 


7.0e-18 


Match length 


115 


% identity 


88 


NCBI Description 


Glycine max 2,4-D inducible glutathione S-transf erase 




(GSTa) mRNA, complete cds 



5568 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36468 

LIB3051-097-Q1-K1-H11 

BLASTX 

g3834316 

159 

1.0e-10 

53 
49 

(AC00567 9) Similar to gb_X16648 pathogenesis related 
protein from Hordeum vulgare. EST gb_Zl8206 comes from 
this gene. [Arabidopsis thaliana] 



Seq. No. 36469 

Seq. ID LIB3051-098-Q1-K1-E1 

Method BLASTX 

NCBI GI g3643607 

BLAST score 233 

E value 6.0e-20 

Match length 74 

% identity 4 2 

NCBI Description (AC005395) unknown protein [Arabidopsis thaliana] 
36470 

LIB3051-098-Q1-K1-H6 
BLASTX 
gll71978 
186 

4.0e-15 

74 
65 

POLYADENYLATE-BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

36471 

LIB3051-099-Q1-K1-C10 
BLASTX 
gl750376 
211 

3.0e-17 

75 

61 , 
(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi__3150409 (AC004165) ubiquitin activating enzyme (UBAl) 
[Arabidopsis thaliana] 

Seq. No. 36472 

Seq. ID LIB3051-099-Q1-K1-E10 

Method BLASTN 

NCBI GI g3334666 

BLAST score 116 

E value 2.0e-58 

Match length 260 

% identity 87 

NCBI Description G.max mRNA for putative cytochrome P450, clone CP7 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5569 




Seq. No. 36473 

Seq. ID LIB3051-100-Q1-K1-A5 

Method BLASTX 

NCBI GI gl632831 

BLAST score 204 

E value 2.0e-16 

Match length 63 

% identity 68 

NCBI Description (Z49698) orf [Ricinus communis] 

Seq. No. 36474 

Seq. ID LIB3051-100-Q1-K1-C11 

Method BLASTN 

NCBI GI g2055227 

BLAST score 203 

E value 1.0e-110 

Match length 243 

% identity 95 

NCBI Description Glycine max mRNA for SRC1, complete cds 

Seq. No. 36475 

Seq. ID LIB3051-100-Q1-K1-E11 

Method BLASTN 

NCBI GI g516853 

BLAST score 117 

E value 4.0e-59 

Match length 202 

% identity 32 

NCBI Description Soybean SUBI-2 gene for ubiquitin, complete cds 

Seq. No. 36476 

Seq. ID LIB3051-100-Q1-K1-E5 

Method BLASTN 

NCBI GI g4115336 

BLAST score 133 

E value 1.0e-68 

Match length 341 

% identity 21 

NCBI Description Pisum sativum (Alaska) ubiquitin (PUB3) gene, complete 
Seq. No. 36477 

Seq. ID LIB3051-100-Q1-K1-H11 

Method BLASTX 

NCBI GI g3426131 

BLAST score 299 

E value 4.0e-27 

Match length 99 

% identity 56 

NCBI Description (AL031307) yeast anti-silencing protein homolog 
[Schizosaccharomyces pombe] 

Seq. No. 36478 

Seq. ID LIB3051-100-Q1-K1-H3 

Method BLASTX 

NCBI GI g3044218 

BLAST score 208 

E value 1.0e-16 



5570 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 
45 

(AF057144) signal peptidase [Arabidopsis thaliana] 
36479 

LIB3051-101-Q1-K1-B10 

BLASTN 

gl575726 

76 

l.Ce-34 

84 

98 

Glycine max 14-3-3 related protein SGF14B mRNA, partial cds 
36480 

LIB3051-101-Q1-K1-E12 

BLASTX 

g2760843 

151 

1.0e-17 

122 

45 

(AC003105) unknown protein [Arabidopsis thaliana] 
36481 

LIB3051-101-Q1-K1-G3 

BLASTX 

gl076660 

207 

6.0e-20 

94 

62 

D13F (MYBST1) protein - potato >gi_78 6426_bbs_JL59122 
(S74753) MybStl^Myb-r elated transcriptional activator 
{DNA-binding domain repeats} [Solanum tuberosum=potatoes, 
leaf, Peptide, 342 aa] [Solanum tuberosum] 



Seq. No. 


36482 


Seq. ID 


LIB3051-101-Q1-K1 -G4 


Method 


BLASTX 


NCBI GI 


g3451068 


BLAST score 


145 


E value 


4.0e-09 


Match length 


86 


% identity 


58 


NCBI Description 


(AL031326) putative protein [Arabidopsis 


Seq. No. 


36483 


Seq. ID 


LIB3051-101-Q1-K1 -G8 


Method 


BLASTX 


NCBI GI 


g3335355 


BLAST score 


210 


E value 


7.0e-17 


Match length 


95 


% identity 


14 


NCBI Description 


(AC004512) Match to polyubiquitin DNA gb 



thaliana. Contains insertion of mitochondrial NADH 



5571 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



dehydrogenase gb_X82618 and gb_X98301. May be a pseudogene 
with an expressed insert. EST gb_AA586248 comes from this 
region. [Arabi 

36484 

LIB3051-101-Q1-K1-H12 

BLASTX 

g3036806 

137 

1.0e-08 

66 

47 

(AL022373) glycine-rich protein [Arabidopsis thaliana] 
36485 

LIB3051-101-Q1-K1-H6 

BLASTX 

g2465527 

199 

1.0e-15 

103 

42 

(AF000354) phosphate transporter [Medicago truncatula] 
36486 

LIB3051-102-Q1-K1-A8 

BLASTX 

gll3497 

250 

2.0e-21 

85 

59 

ALPHA-GALACTOSIDASE PRECURSOR (MELIBIASE) 
( ALPHA- D-GALACTOS IDE GALACTOHYDROLASE ) 

>gi_99880jpir S07472 alpha-galactosidase (EC 3.2.1.22) 

precursor - guar >gi_18292_emb__CAA32772_ (X14619) 
alpha-galactosidase preproprotein [Cyamopsis tetragonoloba] 



Seq. No. 


36487 


Seq. ID 


LIB3051-102-Q1-K1-B5 


Method 


BLASTN 


NCBI GI 


gl82063 


BLAST score 


381 


E value 


0.0e+00 


Match length 


433 


% identity 


93 


NCBI Description 


Homo sapiens elastin (ELN) mRNA, 3 1 


Seq. No. 


36488 


Seq. ID 


LIB3051-102-Q1-K1-B6 


Method 


BLASTN 


NCBI GI 


g2388688 


BLAST score 


73 


E value 


7.0e-33 


Match length 


133 


% identity 


90 


NCBI Description 


Glycine max GH1 protein (GH1) mRNA, 



end 



partial cds 



5572 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36489 

LIB3051-102-Q1-K1-D3 

BLASTN 

gl8743 

54 

6.0e-22 

122 

86 

G.max mRNA from stress-induced gene (SAM22) 
36490 

LIB3051-102-Q1-K1-E2 

BLASTN 

g310566 

124 

3.0e-63 

297 

95 

Soybean glutamate 1-semialdehyde aminotransferase mRNA, 
complete cds 

36491 

LIB3051-102-Q1-K1-F3 

BLASTX 

g322571 

155 

3.0e-10 

49 

49 

proteinase inhibitor II - Arabidopsis thaliana 
>gi_16427_emb_CAA48892_ (X69139) protease inhibitor II 
[Arabidopsis thaliana] >gi_4038041 (AC005936) proteinase 
inhibitor II [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36492 

LIB3051-103-Q1-K1-B11 

BLASTX 

g2914706 

258 

3.0e-22 

64 

73 

(AC003974) putative homeobox protein [Arabidopsis thaliana] 
36493 

LIB3051-103-Q1-K1-C7 

BLASTN 

g603189 

47 

3.0e-17 

95 
87 

Zea mays translation initiation factor eIF-4A mRNA, 
complete cds 



Seq. No. 



36494 



5573 



Seq. ID 


LIB3051-103-Q1-K1-F11 


Method 


BLASTN 


NCBI GI 


g2921327 


BLAST score 


89 


E value 


2.0e-42 


Match length 


305 


% identity 


83 


NCBI Description 


Glycine max beta-1, 3-glucanase 10 (SGlulO) gene, partial 




sequence 


Seq. No. 


36495 


Seq. ID 


LIB3051-103-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3860247 


BLAST score 


262 


E value 


8.0e-23 


Match length 


88 


% identity 


59 


NCBI Description 


(AC005824) unknown protein [Arabidopsis thaliana] 


Seq. No. 


36496 


Seq. ID 


LIB3051-104-Q1-K1-C11 


Method 


BLASTN 


NCBI GI 


g2055227 


BLAST score 


45 


E value 


3.0e-16 


Match length 


141 


% identity 


83 


NCBI Description 


Glycine max mRNA for SRC1, complete cds 


Seq. No. 


36497 


Seq. ID 


LIB3051-104-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gll77405 


BLAST score 


156 


E value 


2.0e-10 


Match length 


79 


% identity 


38 


NCBI Description 


(X89855) citrate binding protein [Hevea brasiliensis] 


Seq. No. 


36498 


Seq. ID 


LIB3051-104-Q1-K1-H1 


Method 


BLASTX 


NCBI GI 


g4539301 


BLAST score 


187 


E value 


5.0e-14 


Match length 


43 


% identity 


77 


NCBI Description 


( AL04 9480) Dutative mitochondrial nTotpin f ATah'i Hotd^j i 




thaliana] 


Seq. No. 


36499 


Seq. ID 


LIB3051-104-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


gl710530 


BLAST score 


190 


E value 


5.0e-15 



5574 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



64 
61 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a - Arabidopsis thaliana 
>giJL107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 

36500 

LIB3051-104-Q1-K1-H7 

BLASTX 

gl843462 

160 

7.0e-ll 
111 
44 

(L10211) 
sativa] 



isoliquiritigenin 2 T -O-methyltransf erase [Medicago 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

M^tch length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



36501 

LIB3051-105-Q1-K1-A3 

BLASTN 

gl2139 

66 

1.0e-28 

131 

94 

Pea plastid genes rps2, atpl, atpH, atpF, atpA, trnR and 
trnG coding for ribosomal protein S2, one CF(1) and three 
CF(O) subunits of ATP synthase and tRNA-Arg and tRNA-Gly 

36502 

LIB3051-105-Q1-K1-B11 

BLASTN 

gl70007 

150 

7.0e-79 

326 

87 

Soybean 18 kD late embryogenesis abundant (Lea) protein 
mRNA, complete cds 

36503 

LIB3051-105-Q1-K1-B12 

BLASTN 

gl786114 

49 

9.0e-19 

89 

89 

Vigna unguiculata phosphoinositide-specif ic phospholipase C 
mRNA, complete cds 

36504 

LIB3051-105-Q1-K1-B8 

BLASTX 

g2252866 

161 



5575 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



6.0e-ll 

77 

58 

(AF013294) contains region of similarity to SYT 
[Arabidopsis thaliana] 

36505 

LIB3051-105-Q1-K1-F4 

BLASTX 

gl362162 

372 

1.0e-44 

121 

72 

beta-glucosidase BGQ60 precursor - barley >gi_804656 
(L41869) beta-glucosidase [Hordeum vulgare] 

36506 

LIB3051-105-Q1-K1-F9 

BLASTX 

g2231046 

171 

4.0e-12 

124 

40 

(Y12618) PPF-1 protein [Pisum sativum] 
36507 

LIB3051-105-Q1-K1-G1 

BLASTN 

gl8764 

367 

0.0e+00 

374 

99 

G.max tefSl gene for elongation factor EF-la 
36508 

LIB3051-106-Q1-K1-B2 

BLASTX 

g2088653 

225 

1.0e-18 

102 

56 

(AF002109) 
thaliana] 



Hslpro-1 related protein isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36509 

LIB3051-106-Q1-K1-D7 

BLASTX 

gl071924 

150 

6.0e-10 

89 
46 

Kunitz trypsin inhibitor precursor 



soybean 



5576 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_510515_emb_CAA56343_ (X80039) Kunitz trypsin inhibitor 
[Glycine max] 

36510 

LIB3051-106-Q1-K1-E4 

BLASTN 

g3747088 

92 

3.0e-44 

248 

85 

Glycine max NADP-dependent isocitrate dehydrogenase (IDH1) 
mRNA, complete cds 

36511 

LIB3051-106-Q1-K1-F1 

BLASTN 

gl66379 

171 

2.0e-91 

271 

78 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36512 

LIB3051-106-Q1-K1-F6 

BLASTN 

gl70065 

273 

1.0e-152 

453 

18 

Soybean (G.max) proline-rich cell wall protein 
gene, complete cds 

36513 

LIB3051-106-Q1-K1-H10 

BLASTX 

g3482967 

310 

l,0e-28 

105 

61 

(AL031369) Protein phosphatase 2C-like protein 
thaliana] >gi_4559345_gb_AAD23006. 1_AC006585_1 
protein phosphatase 2C [Arabidopsis thaliana] 

36514 

LIB3051-107-Q1-K1-A10 

BLASTX 

g2621916 

267 

2.0e-23 

111 

45 

(AE000860) conserved protein [Methanobacterium 



(SbPRP2) 



[Arabidopsis 
(AC006585) 



5577 



thermoaut ot rophi cum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36515 

LIB3051-107-Q1-K1-D1 

BLASTN 

gl218003 

126 

1.0e-64 

289 
87 

Glycine max dynamin-like protein SDL5A mRNA, 



complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



'36516 

LIB3051-107-Q1-K1-E2 

BLASTN 

g479059 

347 

0.0e+00 

359 

99 

G.max (Fiskeby V) mRNA 



for cysteine endopeptidase 



Seq. No. 
Seq. ID 
Method 



36517 

LIB3051-107-Q1-K1- 
BLASTX 



•F4 



'NTr'TlT PT 
1NO.D-L oJ_ 




BLAST qrnrf 


126 


E value 


1.0e-14 


Match length 


82 


% identity 


61 


NCBI Description 


(AL021749) ADP, ATP carrier-like protein 




thaliana] 


Seq. No. 


36518 


Seq. ID 


LIB3051-107-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g303900 


BLAST score 


248 


E value 


1.0e-137 


Match length 


418 


% identity 


31 


NCBI Description 


Soybean gene for ubiquitin, complete cds 


Seq. No. 


36519 


Seq. ID 


LIB3051-107-Q1-K1-G2 


Method 


BLASTN 


NCBI GI 


g!212811 


BLAST score 


39 


E value 


9.0e-13 


Match length 


131 


% identity 


83 


NCBI Description 


C.arietinum mRNA for seed imbibition proti 


Seq. No. 


36520 


Seq. ID 


LIB3051-107-Q1-K1-G8 


Method 


BLASTX 


NCBI GI 


g3201680 



5578 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



243 

1.0e-20 

124 
41 

(AF060941) extra-large G-protein [Arabidopsis thaliana] 
36521 

LIB3051-108-Q1-K1-B7 

BLASTX 

g3643597 

454 

4.0e-45 

143 

66 

(AC005395) hypothetical protein [Arabidopsis thaliana] 
36522 

LIB3051-108-Q1-K1-C1 

BLASTX 

g2673917 

515 

2.0e-52 

129 

42 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] 

36523 

LIB3051-108-Q1-K1-C12 

BLASTX 

g2252863 

469 

5.0e-47 

134 

41 

(AF013294) 
thaliana] 



similar to nucleolin protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



36524 

LIB3051-108-Q1-K1-C6 

BLASTX 

g2895866 

205 

4.0e-16 

95 

45 

(AF045770) methylmalonate semi-aldehyde dehydrogenase 
[Oryza sativa] 

36525 

LIB3051-108-Q1-K1-D10 

BLASTX 

g3377820 

363 

1.0e-34 

93 
74 



5579 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(AF076275) contains similarity to coatomer zeta chains 
Arabidopsis thaliana] 

36526 

LIB3051-108-Q1-K1-D9 

BLASTX 

g3913420 

289 

5.0e-26 

118 

53 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 
(SAMDC) >gi_1421752 (U60592) S-adenosylmethionine 
decarboxylase [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36527 

LIB3051-108-Q1-K1-G3 

BLAST N 

g3452180 

63 

6.0e-27 

195 

84 

Glycine soja cv 342-633A clone 1 
intergenic spacer region 



26S-18S ribosomal RNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36528 

LIB3051-109-Q1-K1-A11 

BLASTX 

g3212865 

150 

1.0e-09 

50 

62 

(AC004005) unknown protein [Arabidopsis thaliana] 
36529 

LIB3051-109-Q1-K1-C12 

BLASTN 

gl8749 

232 

1.0e-128 

296 

95 

G.max mRNA for seed maturation polypeptide 



36530 

LIB3051-109-Q1-K1-C5 

BLASTN 

gl66929 

76 

7.0e-35 

96 

95 

A. thaliana ubiquitin extension protein 
complete cds 



(UBQ1) gene, 



5580 




Seq. No. 


36531 


Seq. ID 


LIB3051-110-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


g2244759 


BLAST score 


120 


E value 


4.0e-18 


Match length 


88 


% identity 


68 


NCBI Description 


(Z97335) selenium-binding protein [Arabidopsis thai 


Seq. No. 


36532 


Seq. ID 


LIB3051-110-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl245182 


BLAST score 


235 


E value 


9.0e-20 


Match length 


99 


% identity 


49 


NCBI Description 


(U49398) sterol delta-7 reductase [Arabidopsis thai 


Seq. No. 


36533 


Seq. ID 


LIB3051-110-Q1-K1-E12 


Method 


BLASTN 


NCBI GI 


g3334664 


BLAST score 


260 


E value 


1.0e-144 


Match length 


260 


% identitv 


100 


NCBI Description 


G.max mRNA for putative cytochrome P450, clone CPS 


Seq. No. 


36534 


Seq. ID 


LIB3051-110-Q1-K1-E2 


Method 


BLASTN 


NCBI GI 


gl304226 


BLAST score 


60 


E value 


3.0e-25 


Match length 


201 


% identity 


86 


NCBI Description 


Soybean mRNA for epoxide hydrolase, complete cds 


Seq. No. 


36535 


Seq. ID 


LIB3051-110-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3724087 


BLAST score 


351 


E value 


2.0e-33 


Match length 


122 


% identity 


52 


NCBI Description 


(AJ011840) 1-deoxyxylulose 5-phosphate synthase 




[Catharanthus roseus] 


Sea No 


36536 


Seq. ID 


LIB3051-110-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


g2253383 


BLAST score 


191 


E value 


1.0e-103 



5581 



Matrh lenath 


275 


% H Hpnt 1 1" v 


92 




Glycine max biotin carboxylase precursor (accC-2) mRNA/ 




comnlete cds 




36537 


Seq. ID 


LIB3051-111-Q1-K1-B3 


L v lt5 UlHw/*J. 


LJ-LXTlkJ J. /\ 


NCBI GI 


g4309741 


BLAST score 


152 


R 1 hp 


7 . Oe-10 


Matph 1 prini"h 


63 


o -t- ^-i w ii l x ' — y 


48 


NCBI DescriDtion 


(AC006439) hypothetical protein [Arabidopsis thaliana] 


o c vj • in • 


36538 


Sea ID 


LIB3051-111-Q1-K1-C11 




BLASTX 


NCBI GI 


g595768 


BLAST score 


142 


F. 1 lie 


6. Oe-09 


LlGUOil xciiy Lll 


45 




60 


NCBI Description 


(013866) non- functional lacZ alpha peptide [Cloning vector] 






uC^j • XL/ 


LIB3 051-1 11-O1-K1-D10 

X>J JL J— ' *„/ -L- J. JL jl. \S -L- X \i -X- JL V 


L1C LliUU 


BLASTN 


NCBI GI 


gl69936 


BLAST score 


277 


P 1 IIP 
Hi v CL J. Lie 


1 Oe-154 


Mat ph 1 o'nrr'hh 

Lid l» OIL XCliy Lll 


423 


& i Hoti+" n i~\7 


97 


NCBI Description 


Glycine max chalcone synthase (chs7) gene, complete cds 


^ ACT No 


36540 


Sea ID 

O C L^ • LU 


LIB3051-111-O1-K1-E12 

J— 1 J- U \J **/ -L> J- JL JL JL 1VX -L tj 


MpthoH 


BLASTX 


NCBI GI 






220 


E value 


5.0e-18 


Match length 


70 


3; "1 Hpnt" "i t"\/ 
o lucntit y 


67 


NPRT Dp<?rr"i nt i An 

L^L^O-L UCOUilk/LlUll 


PYRUVATE DEHYDROGENASE El COMPONENT, BETA SUBUNIT PRECURSOR 


fpnHFI-'FU >m 1336097 (U5 6697) ovruvate dehvdroaenase 




£iXUC L. CL |_ IT JL O Lll 11 O CI L. X V ULLLL J 


o e g • in o • 




qprr TD 

JCLji J- u 


LIB3051-112-O1-K1-A1 






NCBI GI 


g2921320 


BLAST score 


106 


E value 


3.0e-10 


Match length 


62 


% identity 


66 


NCBI Description 


(AF034110) beta-1, 3-glucanase 5 [Glycine max] 



5582 



CP • 



Seq. No. 


36542 


Seq. ID 


LIB3051-112-Q1-K1-B6 


Method. 


BLASTN 


NCBI GI 


g4039114 


BLAST score 


43 


E value 


3.0e-15 


Match length 


190 


% identity 


83 


NCBI Description 


Glycine max alcohol-dehydrogenase (Adh-2) gene, partial 


Sea No. 


36543 


Seq. ID 


LIB3051-112-Q1-K1-E1 


Method 


BLASTN 


NCBI GI 


g!9272 


BLAST score 


80 


E value 


2.0e-37 


Match length 


140 


% identitv 


89 


NCBI Description 


Tomato LeEF-1 mRNA for elongation factor 1 alpha 


Sea No 


36544 


Seq. ID 


LIB3051-112-Q1-K1-E4 


Method 


BLASTX 


NCBI GI 


g4191616 


BLAST score 


250 


E value 


1.0e-21 


Match length 


66 




67 


MPRT Dp^rriDtion 


(AF120334) GTP-binding protein NGB [Homo sapiens] 




36545 


Seq. ID 


LIB3051-112-Q1-K1-F1 


M^i" h or! 


BLASTX 


NCBI GI 


g4063746 


BLAST score 


160 


E value 


5.0e-ll 


Match length 


83 


§r i H^nt "i t v 


45 


NCBI Description 


(AC005851) nodulin-like protein [Arabidopsis thaliana] 


Sea No. 


36546 


Seq. ID 


LIB3051-113-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g3445201 


BLAST score 


266 


E value 


3.0e-23 


Match lenath 


90 


S: -1 Hpnt "i t v 


59 


NCBI Description 


(AC004786) unknown protein [Arabidopsis thaliana] 




36547 


Seq. ID 


LIB3051-113-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3158372 


BLAST score 


275 


E value 


2.0e-24 


Match length 


95 



5583 



# • 



% identity 35 

NCBI Description (AF035383) polyubiquitin [Arabidopsis thaliana] 

Seq. No. 36548 

Seq. ID LIB3051-113-Q1-K1-D1 

Method BLASTX 

NCBI GI g2827082 

BLAST score 168 

E value 5.0e-12 

Match length 65 

% identity 58 

NCBI Description (AF020272) malate dehydrogenase [Medicago sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36549 

LIB3051-113-Q1-K1-F3 

BLASTX 

g3915737 

187 

1.0e-14 

68 
63 

IMPORTIN ALPHA SUBUNIT (KARYOPHERIN ALPHA SUBUNIT) (KAP 
ALPHA) >gi_3228370 (AF017252) importin alpha [Lycopersicon 
esculentum] 



Seq. No. 


36550 


Seq. ID 


LIBoOol-ll J-Ql-Kl-Fo 


Method 


BLASTX 


NCBI GI 


g4510352 


BLAST score 


185 


E value 


8.0e-14 


Match length 


115 


% identity 


6 


NCBI Description 


(AC006921) putative salt-inducible protein 




thaliana] 


Seq. No. 


36551 


Seq. ID 


LIB3051-113-Q1-K1-G2 


Method 


BLASTX 


NCBI GI 


g4006917 


BLAST score 


336 


E value 


9.0e-32 


Match length 


94 


% identity 


61 


NCBI Description 


(Z99708) putative protein [Arabidopsis thai 


Seq. No. 


36552 


Seq, ID 


LIB3051-113-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


g3063455 


BLAST score 


228 


E value 


7.0e-19 


Match length 


57 


% identity 


70 


NCBI Description 


(AC003981) F22013.17 [Arabidopsis thaliana] 


Seq. No. 


36553 



5584 



# 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-114-Q1-K1-A11 
BLASTN 
g256634 
42 

2.0e-14 

58 
45 

KTil=Kunitz trypsin inhibitor KTil, KTi2=Kunitz trypsin 
inhibitor KTi2 [soybeans, Genomic, 3269 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36554 

LIB3051-114-Q1-K1-E2 

BLASTN 

g3452136 

162 

6.0e-86 

182 
98 

Glycine max mRNA for glucose- 6-phosphate-dehydrogenase, 
partial 

36555 

LIB3051-115-Q1-K1-A10 

BLASTN 

g3885514 

66 

1.0e-28 

134 

87 

Medicago sativa clone MS56 unknown mRNA 
36556 

LIB3051-115-Q1-K1-A6 

BLASTX 

gll71978 

235 

1.0e-19 

108 

44 

POLYADENYLATE- BINDING PROTEIN 2 (POLY (A) BINDING PROTEIN 2) 
(PABP 2) >gi_304109 (L19418) poly (A) -binding protein 
[Arabidopsis thaliana] >gi_2911051_emb_CAA17561_ (AL021961) 
poly (A) -binding protein [Arabidopsis thaliana] 

36557 

LIB3051-115-Q1-K1-B10 

BLASTX 

g267082 

166 

1.0e-ll 

90 

40 

TUBULIN BETA- 8 CHAIN >gi_32018 9_pir JQ1592 tubulin beta-8 

chain - Arabidopsis thaliana >gi_166908 (M84705) beta-8 
tubulin [Arabidopsis thaliana] 



Seq. No. 



36558 



5585 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3051-115-Q1-K1-F11 

BLASTX 

g531829 

141 

6.0e-09 
69 
52 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



o c ^ • LN \J • 


36559 


^prr ID 


LIB3051-115- 




BLASTX 


NCBI GI 


g3925363 


BLAST score 


557 


E value 


2.0e-57 


Match length 


139 


% identity 


77 


NCBI Description 


(AF067961) 


Seq. No. 


36560 


Seq. ID 


LIB3051-116 


Method 


BLASTX 


NCBI GI 


g4249416 


BLAST score 


352 


E value 


2.0e-33 


Match length 


131 


% identity 


53 


NCBI Description 


(AC006072) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



putative exoribonuclease (also contains 
zinc-finger C2H2-type domain) [Arabidopsis thaliana] 

36561 

LIB3051-116-Q1-K1-C5 

BLASTX 

g2507421 

140 

1.0e-08 

61 

51 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi__44907 09_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

36562 

LIB3051-116-Q1-K1-F7 

BLASTX 

g3334405 

239 

2.0e-20 

69 

72 

VACUOLAR ATP SYNTHASE SUBUNIT E (V-ATPASE E SUBUNIT) 
>gi_2267583 (AF009338) vacuolar H+-ATPase subunit E 
[Gossypium hirsutum] 



Seq. No. 



36563 



5586 



Seq. ID 


LIB3051-116- 


Method 


BLASTX 


NCBI GI 


g2832625 


BLAST score 


184 


E value 


1.0e-13 


Match length 


91 


% identity 


41 


NCBI Description 


(AL021711) ; 


Sea No. 


36564 


Seq. ID 


LIB3051-117 


Method 


BLASTX 


NCBI GI 


g3643598 


BLAST score 


145 


E value 


3.0e-09 


Match length 


50 


% identity 


58 


NCBI Description 


(AC005395) 




thaliana] 



putative poly (A) polymerase [Arabidopsis 





beq. ino . 


jDjOj 




oeq. lu 


T,TR^nSl-117-01-Kl-A2 




Metnoa 


DT TXQTY 
DJ-irio 1 A 




NCBI GI 


g2317907 




BLAST score 


271 




E value 






Match length 


/ 0 




% identity 


1 1 
/ 1 


ii""** 


NLbi Description 


fnftQQRCn Marrn WaQhi -1 i kp nrnhpi n r Arabidoiosis thai 


5.-™ 


Seq. No. 


O DO DO 






LTB3051-117-O1-K1-A7 




Method 


BLASTX 




NCBI GI 


g445126 




BLAST score 


134 




E value 


7.0e-15 




Match length 


88 




% identity 


59 




NCBI Description 


heat shock protein HSP81-1 [Arabidopsis thaliana] 




Seq. No. 


36567 




Seq. ID 


LIB3051-117-Q1-K1-C8 




Method 


BLASTN 




NCBI GI 


gl617035 




BLAST score 


49 




E value 


2.0e-18 




Match length 


89 




% identity 


89 




NCBI Description 


V.unguiculata mRNA for Ted2 protein 




Seq. No. 


36568 




Seq. ID 


LIB3051-117-Q1-K1-C9 




Method 


BLASTX 




NCBI GI 


gl403522 




BLAST score 


311 




E value 


1.0e-28 




Match length 


111 



5587 



% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

(X57187) chitinase [Phaseolus vulgaris] 
36569 

LIB3051-117-Q1-K1-D1 

BLASTX 

g746510 

156 

2.0e-10 

42 

62 

(U23517) similar to ubiquitin conjugating enzyme 
[Caenorhabditis elegans] 

36570 

LIB305.1-117-Q1-K1-D3 

BLASTN 

g2909421 

40 

2.0e-13 

170 

57 

Cicer arietinum mRNA for LEA protein (clone CapLEA-2) 
36571 

LIB3051-117-Q1-K1-D7 

BLASTX 

g2832664 

205 

3.0e-16 

104 
44 

(AL021710) pollen-specific protein - like [Arabidopsis 
thaliana] 



Seq. No. 


36572 


Seq. ID 


LIB3052-001-Q1-B1-C7 


Method 


BLASTN 


NCBI GI 


g!401239 


BLAST score 


185 


E value 


1.0e-100 


Match length 


193 


% identity 


99 


NCBI Description 


Glycine max 7S seed globulin precursor, 


Seq. No. 


36573 


Seq. ID 


LIB3052-001-Q1-B1-D8 


Method 


BLASTN 


NCBI GI 


g736001 


BLAST score 


320 


E value 


1.0e-180 


Match length 


324 


% identity 


100 


NCBI Description 


G.soja (SHI) Gy5 mRNA for glycinin 


Seq. No. 


36574 


Seq. ID 


LIB3052-001-Q1-B1-E6 



mRNA, complete cds 



5588 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g4191791 

339 

5.0e-32 

80 
78 

(AC005917) putative sf21 {Helianthus annuus} protein 
[Arabidopsis thaliana] 

36575 

LIB3052-001-Q1-B1-F9 

BLASTX 

g3075392 

309 

2.0e-28 

90 

64 

(AC004484) putative steroid dehydrogenase [Arabidopsis 
thaliana] 

36576 

LIB3052-001-Q1-B1-G11 

BLASTX 

gl946367 

163 

2.0e-ll 

66 

47 

(U93215) unknown protein [Arabidopsis thaliana] 
36577 

LIB3052-001-Q1-B1-H11 

BLASTN 

g218264 

314 

1.0e-177 

314 

100 

Glycine max mRNA for glycinin A2Bla subunit, complete cds 
36578 

LIB3052-001-Q1-B1-H3 

BLASTX 

g2204224 

384 

3.0e-37 

115 

64 

(Y13849) alpha-galactosidase [Hordeum vulgare] 



Seq. No. 36579 

Seq. ID LIB3052-002-Q1-B1-B3 

Method BLASTN 

NCBI GI g2970653 

BLAST score 174 

E value 4.0e-93 

Match length 218 



5589 



% identity 95 

NCBI Description Vigna unguiculata ferritin subunit cowpea2 precursor, mKNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36580 

LIB3052-002-Q1-B1-B4 

BLASTN 

gl8535 

170 

6.0e-91 

242 
93 

Soybean mRNA for the alpha subunit of beta-conglycmm 
36581 

LIB3052-002-Q1-B1-B8 

BLASTX 

g3328221 

171 

3.0e-12 

38 
87 

(AF076920) thioredoxin peroxidase [Secale cereale] 
36582 

LIB3052-002-Q1-B1-C3 

BLASTX 

g2842494 

457 

1.0e-45 

103 
85 

(AL021749) prohibitin-like protein [Arabidopsis thaliana] 
>gi_4097688 (U66591) prohibitin 1 [Arabidopsis thaliana] 
>gi~4097694 (U66594) prohibitin 1 [Arabidopsis thaliana] 

36583 

LIB3052-002-Q1-B1-E11 

BLASTX 

g2961372 

173 

1.0e-12 

57 
61 

(AL022141) 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



putative ribosomal protein L8 [Arabidopsis 
>gi 3036817 emb CAA18507_ (AL022373) ribosomal 



protein L2 [Arabidopsis thaliana] 
36584 

LIB3052-002-Q1-B1-E3 

BLASTN 

gl70009 

336 

0.0e+00 

385 

96 

Soybean late embryogenesis abundant (LEA) protein mRNA, 



5590 




complete cds 





36585 




Seq. ID 


LIB3052-002-Q1-B1-H3 




Method 


BLASTN 




NCBI GI 


gl69972 




BLAST score 


391 




P! 1 no 

J_J V CL _1_ 


0.0e+00 




Match length 


395 






100 


mRNA, complete 


NCBI Descriotion 


Soybean glycinin A-la-B-x subunit 




36586 




Seq. ID 


LIB3052-004-Q1-N1-B8 




Method 


BLASTN 




NCBI GI 

JL\ \_*XJ X VJX 


g531828 




BLAST qrore 


38 




T? Tra 1 IIP 
Hi V ax U.C 


4.0e-12 




Match length 


110 




□ _i_ uci 1 u J- l. _y 


84 




NPRT n^<?p*ri'Dt i on 


Cloning vector pSportl r complete cds 


Qo/t Mo 
OC4 • LN<J . 


36587 




Seq. ID 


LIB3052-004-Q1-N1-F2 




Method 


BLASTN 




LMV^Ox OX 


gi t>y y / z 




DiiflO X oUUlC 


36 




Hi VclJLUfc; 


4.0e-ll 




Mpi"ph 1 pnath 


68 






88 


mRNA, complete 


MPRT Flo q c r* \ T\Y \ OTi 


Soybean glycinin A-la-B-x subunit 


Q /~\ r~* 

oeq • 1NO • 


36588 




Seq. ID 


LIB3052-004-Q1-N1-H5 




Method 


BLASTN 




IyV-'JDX ox 


gl69972 




Dxiriui oowxo 


81 




T tra 1 no 
Hi value 


4.0e-38 




Match length 


129 




% \ Hont* i tv 

O XLICIILX L j 


91 


mRNA, complete 




Soybean glycinin A-la-B-x subunit 


oeq. wo. 


36589 




qorr TO 


LIB3052-007-Q1-B1-A10 




Method 


BLASTN 




NCBI GI 


gl70007 




TIT 7\ CT 1 or*oyo 
jolxrio 1 oLUIc 


53 




F Tra 1 no 


3.0e-21 




Mafph 1 oTtfT+*l"i 


145 




& i rie^ntitv 


84 


abundant (Lea) 


NCBI Description 


Soybean 18 kD late embryogenesis 




mRNA, complete cds 




Seq. No. 


36590 




Seq. ID 


LIB3052-007-Q1-B1-C11 




Method 


BLASTN 




NCBI GI 


g256428 





cds 



cds 



5591 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



347 

0.0e+00 

393 

97 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36591 

LIB3052-007-Q1-B1-C4 

BLASTX 

gl076610 

169 

9.0e-14 

106 
46 

cathepsin B-like cysteine proteinase (EC 3.4.22.-) - Aztec 
tobacco >gi_609175_emb_CAA57522_ (X81995) cathepsin B-like 
cysteine proteinase [Nicotiana rustica] 

36592 

LIB3052-007-Q1-B1-C8 

BLASTX 

gl709970 

279 

6.0e-25 

98 

58 

60S RIBOSOMAL PROTEIN L10A 
36593 

LIB3052-007-Q1-B1-C9 

BLASTX 

g3860277 

199 

1.0e-15 

80 

53 

(AC005824) putative ribosomal protein L10 [Arabidopsis 
thaliana] >gi_4314394__gb_AAD15604_ (AC006232) putative 
ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



36594 

LIB3052-007-Q1-B1-F6 

BLASTN 

gl8571 

246 

1.0e-136 

346 

93 

G.max D-II mRNA for proteinase isoinhibitor D- 
36595 

LIB3052-007-Q1-B1-G10 

BLASTN 

gl8638 

63 

4.0e-27 



II 



5592 



Match length 

% identity 

NCBI Description 



175 
84 



Soybean Gy3 gene for glycinin subunit G3 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36596 

LIB3052-007-Q1-B1-G2 

BLASTN 

gl8628 

171 

2.0e-91 

203 
96 

Soybean mRNA for A5A4B3 subunits of glycinin 
>gi_2170692_dbj_E02461_E02461 cDNA encoding glycinine 
subunit A5A4B3 precursor 



C 1 y-w TlT,/— i 

oeq. wo. 




beq. xu 




Method 








biiAbi score 


7 Q 


E value 


z . ue jo 


Mar.cn lengin 




s identity 


ft R 


NCBI Description 


oiycine max ^ent-uxy o*± pzi uicua±n 




cds 


beq. wo. 


3 DO i7C3 


Seq. ID 


LilrSJUOZ — UU / — yx rix~iiy 


Method 


DT 7VOTM 


NCBI Gl 


gi^szox du 


oLAbi score 


0 D 


E value 


1 . ue— zz 


Match length 


X xo 


% identity 


y / 


iNv^DX JJeSCJ- ip 1-XOI1 


Pha<5^r»1nc5 vnl aari rfphvdTin mRNA. 


Seq. No. 


36599 


Seq. ID 


LIB3052-007-Q1-N1-E5 


Method 


BLASTN 


NCBI GI 


gl70023 


BLAST score 


37 


E value 


1.0e-ll 


Match length 


85 


% identity 


86 


NCBI Description 


Glycine max maturation-associated 




complete cds 


Seq. No. 


36600 


Seq. ID 


LIB3052-007-Q1-N1-E8 


Method 


BLASTX 


NCBI GI 


g548900 


BLAST score 


172 


E value 


2.0e-12 


Match length 


63 


% identity 


60 


NCBI Description 


SUCROSE-BINDING PROTEIN PRECURSOR 



(MAT 9) mRNA, 



(SBP) 



5593 




>gi_322691_pir JQ1730 62K sucrose-binding protein 

precursor - soybean >gi_170064 (L06038) glucose binding 
protein [Glycine max] 



Seq. No. 


36601 


Seq. ID 


LIB3052-007-Q1-N1-G1 


Method 


BLASTN 


NCBI GI 


a4249567 

*-4 ^ w A %j \J f 


BLAST score 


41 


E value 


2. Oe-14 


Match length 


53 - 


% identity 


94 


NCBI Description 


Glycine max A5A4B3 glycinin gene, complete cds 


Seq. No. 


36602 


Seq. ID 


LIB3052-008-O1-N1-C8 


Method 


BLASTX 


NCBI GI 


all99804 


BLAST score 


154 


E value 


9. Oe-ll 


Match l^ncfhh 

1 4^4 U Oil -L. X J, \^ J- X 


57 


% identity 


54 


NCBI Description 


(X95639) t ransmeinbrane rhannpl nrofpi n fRra^^i 

^ * * w \j *S J » -1* Uil h^XLL^XLutH^ -L- dll^ Ollul XX 1 ___ x* \_/ l_* ^3 __L X 1 L J— J J— Q O O -U- d 


Seq. No. 


36603 


Seq. iD 


iilDJUJt UUO V-L INI .7 


yips, +■ hod 

X X\_* Lli V—/ \JL 


RT.A^TN 

J— > J— liiO J. IN 






BLAST score 


66 


E value 


Q Do— 9 Q 


LiaLOii j_ciiyL.ii 


i 

IJV 


% identity 


88 


NCBI Description 


Glvcine max dehvdrin fGmPM12} mRNA rnmnl pi*p rd<=i 


Seq. No. 


36604 


Sea ID 


LIR^OSP-OOR-OI -Ml -ni 1 


Met" hod 


RLA^TN 


NPRT GT 

li w LJ -L \_J JL 


y j. o 


BLAST score 


77 


i-i V alUC 


-L * (JC JJ 


M3t*r*h 1 pnahh 


1- Z/ 


% identity 


90 


NCBI Description 


Sovbean DNA for alvri nin A?R1 a snhnm' t - 


Seq. No. 


36605 


Seq. ID 


LIB3052-008-Q1-N1-E2 


Method 


BLASTN 


NCBI GI 


gl8628 


BLAST score 


36 


E value 


5. 0e-ll 


Match length 


60 


% identity 


90 


NCBI Description 


Soybean mRNA for A5A4B3 subunits of glycinin 



>gi_2170692_dbj_E02461_E02461 cDNA encoding glycinine 
subunit A5A4B3 precursor 

Seg. No. 36606 



5594 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3052-008-Q1-N1-H11 

BLASTX 

g4510397 

169 

2.0e-12 

61 
61 

(AC006587) 



putative preproMP27-MP32 [Arabidopsis thaliana] 



36607 

LIB3052-009-Q1-N1-A7 

BLASTX 

g72296 

153 

1.0e-10 

64 

47 

glycinin chain AlaBx precursor - soybean 
>gi_18615_emb_CAA26723_ (X02985) glycinin precursor 
[Glycine max] 

36608 

LIB3052-009-Q1-N1-D12 

BLASTX 

g868156 

186 

4.0e-14 

45 
82 

(U26538) similar to mipB gene product in Mesembryanthemum 
crystallinum, encoded by Genbank Accession Number L36097; 
MIP homolog; Method: conceptual translation supplied by 
author. [Mesembryanthemum crystallinum] 

36609 

LIB3052-009-Q1-N1-D2 

BLASTX 

g2129597 

156 

9.0e-ll 

41 

76 

glutamate dehydrogenase 1 - Arabidopsis thaliana 
>gi_1098960 (U37771) glutamate dehydrogenase 1 [Arabidopsis 
thaliana] >gi_1293095 (U53527) glutamate dehydrogenase 1 
[Arabidopsis thaliana] 

36610 

LIB3052-009-Q1-N1-D7 

BLASTX 

g2344898 

241 

1.0e-20 

51 
82 

(AC002388) 60S ribosomal protein L30 isolog [Arabidopsis 
thaliana] 



5595 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36611 

LIB3052-011-Q1-N1-A1 

BLASTN 

gl69962 

51 

7.0e-20 

135 

84 

Soybean 16 kDa seed maturation protein (gGmpm9) gene exons 
1-2, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36612 

LIB3052-011-Q1-N1-A12 

BLASTX 

gll70746 

154 

2.0e-12 

98 
52 

DESICCATION PROTECTANT PROTEIN LEA 14 HOMOLOG >gi_472850 
(U08108) putative desiccation protectant protein, homolog 
of Leal4, GenBank Accession Number M88321 [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36613 

LIB3052-011-Q1-N1-C5 

BLASTN 

g4097879 

82 

3.0e-38 

210 

90 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36614 

LIB3052-011-Q1-N1-C7 

BLASTN 

g4249565 

52 

2.0e-20 

268 

84 

Glycine max A3B4 glycinin gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36615 

LIB3052-011-Q1-N1-C9 

BLASTN 

g210811 

151 

2.0e-79 

387 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 



36616 



5596 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq- No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3052-011-Q1-N1-D12 

BLASTN 

g4097879 

114 

3.0e-57 

388 
83 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

36617 

LIB3052-011-Q1-N1-D7 

BLASTN 

g4097879 

59 

1.0e-24 

119 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

36618 

LIB3052-011-Q1-N1-E11 

BLASTX 

gl076485 

218 

8.0e-18 

78 

60 

SAM-synthetase - chickpea (fragment) 

>gi_732576_emb_CAA59508_ (X85252) SAM-synthetase [Cicer 
arietinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36619 

LIB3052-011-Q1-N1-E12 

BLASTX 

g!38364 

479 

3.0e-48 

133 

72 

GENOME POLYPROTEIN M {CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36620 

LIB3052-011-Q1-N1-E9 

BLASTX 

g4539465 

135 

7.0e-10 

115 

43 

(AL04 9500) putative protein [Arabidopsis thaliana] 



Seq. No. 



36621 



5597 



Seq. ID 


LIB3052-011-Q1-N1-F10 


Method ' 


BLASTN 


NCBI GI 


g479059 


BLAST score 


184 


E value 


4.0e-99 


Match length 


364 


% identity 


88 


NCBI Description 


G.max {Fiskeby V) mRNA for cysteine endopeptidase 


Seq, No. 


36622 


Seq. ID 


LIB3052-011-Q1-N1-F9 


Method 


BLASTN 


NCBI GI 


g479059 


BLAST score 


166 


E value 


2.0e-88 


Match length 


318 


% identity 


88 


NCBI Description 


G.max (Fiskeby V) mRNA for cysteine endopeptidase 


Seq. No. 


36623 


Seq. ID 


LIB3052-011-Q1-N1-G2 


Method 


BLASTN 


NCBI GI 


g3097320 


BLAST score 


47 


E value 


2.0e-17 


Match length 


165 


% iripnt i tv 


85 


NCBI Description 


Glycine max gene for Bd 3 OK, complete cds 


Seq. No. 


36624 


Seq. ID 


LIB3052-011-Q1-N1-H1 


Method 


BLASTN 


NCBI GI 


g!431744 


BLAST score 


71 


E value 


8.0e-32 


Match length 


127 


% identity 


89 


NCBI Description 






cds 


Seq. No. 


36625 


Seq. ID 


LIB3052-011-Q1-N1-H5 


Method 


BLASTN 


NCBI GI 


g311697 


BLAST score 


87 


E value 


3.0e-41 


Match length 


220 


% identity 


47 


NCBI Description 


G.max Lea protein mRNA, complete CDS 


Seq. No. 


36626 


Seq. ID 


LIB3052-012-Q1-N1-B6 


Method 


BLASTX 


NCBI GI 


g2344896 


BLAST score 


180 . 


E value 


3.0e-13 


Match length 


123 



5598 



% identity 


35 


NCBI Description 


(AC002388) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


36627 


Seq. ID 


LIB3052-012-Q1-N1-C1 


Method 


BLASTN 


NCBI GI 


gl69972 


BLAST score 


177 


E value 


3. Oe-95 


Match length 


205 


% identity 


97 


NCBI Description 


Soybean glycinin A-la-B-x subunit iriRNA, complete cds 


Seq. No. 


36628 


Seq. ID 


LIB3052-012-Q1-N1-F11 


Method 


BLASTX 


NCBI GI 


g4512685 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


116 


% identity 


33 


NCBI Description 


(AC006931) hvDothetical Drotein FArabidoosis thaliana! 




>ai 4559325 ab AAD22987 1 AC007087 6 (AC007087} 




hvoothetical nrotein TArabidoosis thaliana! 


Seq. No. 


36629 


Seq. ID 


LIB3052-013-Q1-N1-A5 


Method 


BLASTN 


NCBI GI 


g414976 


BLAST score 


149 


E value 


2.0e-78 


Match length 


225 


% identity 


92 


NCBI Description 


Glvcinp max 5?hi— ^hii SI IcD^ Qopr] Tn^turaH nn nrntpi n 




(pGmPMlO) mRNA, complete cds 


Seq. No. 


36630 


Seq. ID 


LIB3052-013-Q1-N1-D4 


Method 


BLASTX 


NCBI GI 


g3337367 


BLAST score 


257 


E value 


2. 0e-22 


Match length 


92 


% identity 


55 


NCBI Description 


(AC004481) hvoothetical orotein FArabi dnn^i =; thaliana! 


Sea. No. 


36631 


Seq. ID 


LIB3052-013-Q1-N1-G2 


Method 


BLASTX 


NCBI GI 


g4102839 


BLAST score 


425 


E value 


6.0e-42 


Match length 


97 


% identity 


75 


NCBI Description 


(AF016713) LeOPTl [Lycopersicon esculentum] 


Seq. No. 


36632 



5599 



Seq. ID 


LIB3052-013-Q1-N1-H1 


Method 


BLASTX 


NCBI GI 


g2760844 


BLAST score 


117 


E value 


1.0e-14 


Match length 


74 


% identity 


61 


NCBI Description 


(AC003105) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


36633 


Seq. ID 


LIB3052-013-Q1-N1-H11 


Method 


BLASTX 


NCBI GI 


g4006888 


BLAST score 


204 


E value 


4.0e-16 


Match length 


61 


% identity 


64 


NCBI Description 


(Z99708) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36634 

LIB3052-014-Q1-N1-B5 

BLASTX 

g229707 

457 

6.0e-46 

98 

84 

Bean pod mottle virus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36635 

LIB3052-014-Q1-N1-G12 

BLASTN 

g4097879 

189 

1.0e-102 

401 

87 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 

36636 

LIB3052-014-Q1-N1-G7 

BLASTX 

g4218005 

200 

6.0e-16 

66 
55 

(AC006135) putative vicilin storage protein (globulin-like) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



36637 

LIB3052-014-Q1-N1-H12 

BLASTX 

g4097880 

157 ' 

1.0e-10 



5600 



<B 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



85 
45 

(U70866) 



polyprotein [Bean pod mottle virus] 



36638 

LIB3052-014-Q1-N1-H8 

BLASTN 

gl8535 

370 

0.0e+00 

373 

100 

Soybean mRNA for the alpha subunit of beta-conglycinin 



36639 

LIB3052-015-Q1-N1-D12 

BLASTN 

g210811 

76 

7.0e-35 

246 

83 

Bean pod mottle virus coat protein gene, 
complete middle component (M) RNA 



complete cds, 



36640 

LIB3052-015-Q1-N1-F4 

BLASTX 

g4104561 

187 

4.0e-14 

113 
39 

(AF036960) subtilisin-like protease [Glycine max] 
36641 

LIB3052-015-Q1-N1-G7 

BLASTN 

gl786114 

99 

2.0e-48 

267 

84 

Vigna unguiculata phosphoinositide-specif ic phospholipase C 
mRNA, complete cds 

36642 

LIB3052-015-Q1-N1-H11 

BLASTX 

gl946364 

245 

8.0e-21 

70 
66 

(U93215) lipase isolog [Arabidopsis thaliana] 



Seq. No. 



36643 



5601 



Seq. ID 


LIB3052-015-Q1-N1-H5 


L ¥ lC L.11UL1 


BLASTN 


NCBI GI 


gl930069 


BLAST score 


132 


Hi VciXLie 




M?i"l~r*H 1 pnrrf h 
na tun iciiy lu 


168 


•5 lUcllClLy 




NCRT Dp sprint ion 


Oryza sativa proteasome alpha subunit mRNA, complete cds 


o c q • in (J . 


36644 




LIB3052-016-O1-N1-A12 




BLASTN 


MPDT (IT 


y x \j ^ o 


BLAST score 


33 


E value 


3.0e-09 


Match 1 pncrth 


89 




84 


INVusCL UC & LI L J.UU 


Glycine max alpha '-type beta conglycinin storage protein 




gene/ complete cds, clone ch4A 


o e q . in u . 


-J U \J *i J 


Seq. ID 


LIB3052-016-Q1-N1-A6 






NCBI GI 


g4097880 


BLAST score 


230 


E value 


2 Oe-23 


LYiaucn xengun 


ft 4 


% laentiiy 


7? 




IXMCiRfifi) nnl vnrnt pin FBean ood mottle virus] 


oeq. jno • 






LIB3052-016-O1-N1-A9 






NCBI GI 


g4097880 


BLAST score 


430 


SLi VdXU.tr 


1 . Oe-42 


Maf nfi T an rtf~ H 
L v JciL.L.ll XcIXyUii 


1 04 


t> xQ.enT-ix.y 


o o 


NPRT Dpsrr "i nt ion 


(U70866) polyprotein [Bean pod mottle virus] 


o fc; q • IN U • 


j \j \j *± * 


q^rr Tn 


LIB3052-016-O1-N1-B7 


fhnH 

11C L. ilL>H. 


BLASTX 


JN^dX bl 


. y £ x ^fi ijo 


BLAST score 


166 


E value 


1.0e-ll 


lYlaUCIl Icily til 


7 Q 


9- "1 /"I ^ T"> 4~ *l 4-*T 

i> xaenuxLy 


?Q 


nujdx Description 


\ UUiiUDi y o Li ul iy o j_iilx_lcix. J- u_y lw tica ma y o icLiuuj-auij^uiJwii 




Hnnqpnrrh nnl vnrnt-pin fab U12626) . TArabidODsis thaliana 


oeq. ino. 




Seq. ID 


LIB3052-016-Q1-N1-C5 


Method 


BLASTX 


NCBI GI 


g2842490 


BLAST score 


163 


E value 


3.0e-ll 



5602 



Match length 

% identity 

NCBI Description 



43 
72 

(AL02174 9) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36649 

LIB3052-016-Q1-N1-C6 

BLASTN 

g56539 

84 

2.0e-39 

207 
95 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb__J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



beq. jno. 


*3 £ £ c n 
jOOjU 


beq. lu 


t Tinncio-ni c_m _mi _ni n 
LiDoUji~UlD yi W1-1J1U 


Method 


BLASTN 




gft / oz ± o 


BLAST score 


o / 


E value 


2. . 0e-z9 


Match length 


1 CO 


^ XQenLiuy 




usscripuion 






cds 


Seq, No. 


OOODl 


Seq. ID 


LIBoQo2-01o-Ql-Nl-Dll 


Method 


BLASTX 


NCBI CjI 


goi / buy o 


BLAST score 


139 


E value 


1 . Oe-08 


Match length 


o U 




o o 


NCBI Description 


(Y15036) annexin [Medicago 


Seq. No. 


36652 


Seq. ID 


LIB3052-016-Q1-N1-E11 


Method 


BLASTX 


NCBI GI 


gl762436 


BLAST score 


240 


E value 


1.0e-20 


Match length 


75 


% identity 


60 


NCBI Description 


(U60277) acyl-acyl carrier 




syriaca] 


Seq. No. 


36653 


Seq. ID 


LIB3052-016-Q1-N1-E9 


Method 


BLASTN 


NCBI GI 


g218264 


BLAST score 


175 


E value 


7.0e-94 


Match length 


263 


% identity 


92 



oleosin isoform A gene, complete 



[Asclepias 



NCBI Description Glycine max mRNA for glycinin A2Bla subunit, complete cds 



5603 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36654 

LIB3052-016-Q1-N1-F10 

BLASTX 

gl38364 

196 

1.0e-28 

102 
67 

GENOME POLYPROTEIN M (CONTAINS : COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639_pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 



Seq. No. 


36655 


Seq. ID 


LlDjUOi UlO-yi-lNl"C L£ 


Method 


BLASTX 


NCBI GI 


g409 /ooU 


BLAST score 


ZOO 


E value 


O A* A A 

2 . Ue-44 


Match length 


131 


% identity 


lb 


NCBI Description 


(U/Uoboj poiypro rem [bean poa mottie virus j 


Seq. No. 


36656 


Seq. ID 


LIB3052-016-Q1-N1-F5 


Method 


BLASTN 


NCBI GI 


gl8634 


BLAST score 


61 


E value 


6.0e-26 


Match length 


81 


% identity 


94 


NCBI Description 


Soybean Gyl gene for glycinin subunit GI 


Seq. No. 


36657 


Seq. ID 


LIB3052-016-Q1-N1-G1 


Method 


BLASTN 


NCBI GI 


g!8571 


BLAST score 


213 


E value 


1.0e-116 


Match length 


249 


% identity 


96 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor D' 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36658 

LIB3052-016-Q1-N1-G10 

BLASTN 

g806555 

57 

1.0e-23 

122 

93 

G.soja mRNA for glycinin 



Seq. No. 
Seq. ID 
Method 



36659 

LIB3052-016-Q1-N1-H5 
BLASTN 



5604 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4097879 
173 

2.0e-92 

379 

86 

Bean pod mottle virus complete segment RNAl polyprotein 
gene, complete cds 

36660 

LIB3052-017-Q1-N1-D5 

BLASTN 

g210811 

51 

1.0e-19 

103 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

36661 

LIB3052-017-Q1-N1-E10 

BLASTN 

gl69928 

284 

1.0e-159 

395 

86 

Glycine max alpha '-type beta conglycinin storage protein 
gene, complete cds, clone ch4A 



Seq. No. 


36662 


Seq. ID 


LIB3052- 


Method 


BLASTN 


NCBI GI 


g311697 


BLAST score 


79 


E value 


1.0e-36 


Match length 


195 


% identity 


85 


NCBI Description 


G.max Le 


Seq. No. 


36663 


Seq. ID 


LIB3052- 


Method 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


368 


E value 


0.0e+00 


Match length 


388 


% identity 


99 


NCBI Description 


G.max D- 


Seq. No. 


36664 


Seq. ID 


LIB3053- 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


101 


E value 


1.0e-49 


Match length 


321 



-Q1-N1-E11 



complete CDS 



II mRNA for proteinase isoinhibitor D-II 



5605 



% identity 61 

NCBI Description Glycine max gene for ubiquitin, complete cds 

Seq. No. 36665 

Seq. ID LIB3053-001-Q1-B1-B3 

Method BLASTN 

NCBI GI gl055367 

BLAST score 392 

E value 0.0e+00 

Match length 392 

% identity 100 

NCBI Description Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

Seq. No. 36666 

Seq. ID LIB3053-001-Q1-B1-D11 

Method BLASTX 

NCBI GI g!652203 

BLAST score 14 9 

E value 1.0e-09 

Match length 80 

% identity 39 t 

NCBI Description (D90903) hypothetical protein [Synechocystis sp.] 

Seq. No. 36667 

Seq. ID LIB3053-001-Q1-B1-F2 

Method BLASTN 

NCBI GI g454847 

BLAST score 166 

E value 2.0e-88 

Match length 272 

% identity 98 

NCBI Description Glycine max ribosomal protein Sll gene, complete cds 

Seq. No. 36668 

Seq. ID LIB3053-001-Q1-B1-G12 

Method BLASTX 

NCBI GI g3184289 

BLAST score 277 

E value 1.0e-24 

Match length 62 

% identity 85 

NCBI Description (AC004136) hypothetical protein [Arabidopsis thalxana] 

Seq. No. 36669 

Seq. ID LIB3053-001-Q1-B1-H1 

Method BLASTN 

NCBI GI gl055367 

BLAST score 244 

E value 1.0e-135 

Match length 264 

% identity 98 

NCBI Description Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

Seq. No. 36670 

Seq. ID LIB3053-002-Q1-B1-B4 



5606 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

gLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTX 
g2702281 
156 

2.0e-10 
58 
57 

(AC003033) 



putative protein disulfide isomerase precursor 



[Arabidopsis thaliana] 
36671 

LIB3053-002-Q1-B1-B5 

BLASTX 

g4115379 

266 

2.0e-23 

96 

56 

CAC005967) putative carbonyl reductase [Arabidopsis 
thaliana] 

36672 

LIB3053-002-Q1-B1-C1 

BLASTX 

g2462929 

179 

3.0e-13 

64 

50 

(Y12295) glutathione transferase [Arabidopsis thaliana] 
36673 

LIB3053-002-Q1-B1-F2 

BLASTN 

g2104680 

53 

6.0e-21 

219 

85 

V.faba mRNA for putative transciption factor (1556bp) 
36674 

LIB3053-002-Q1-B1-G4 

BLASTN 

g303900 

286 

1.0e-160 

343 

29 

Soybean gene for ubiquitin, complete cds 
36675 

LIB3053-002-Q1-B1-G9 

BLASTX 

g3702608 

282 

2.0e-25 
87 



5607 




H> XUCUUltJf 


62 


NCBI DescriDtion 


(AJ224165) shaggy kinase 7 [Petunia x hybrida] 




36676 


JC^ • X u 


LIB3053-002-Q1-B1-H9 


iyiex.no a. 




NCBI GI 


rr797?fi^ 
y / /i.uj 


BLAST score 


50 


E value 


4.0e-19 


Mafrh 1 ^-n rrt" h 

i J.CI l_ ">_-iI X ~ 1 iy U.1 1 


90 




14 


NTPRT n&ctr'T'i Tit* i on 


Phaseolus vulgaris hydroxyproline-rich glycoprotein 


precursor gene, complete cds and promoter region 


O C v-^ * LN U • 


36677 


Qprr TP. 


LIB3053-003-Q1-N1-A7 




IJXtiliJ X 


NCBI GI 


g2224901 


BLAST score 


172 


~W Tra 1 11 o 

Hi V C3.X U.C 


2 . 0e-12 


Ma r"Vi 1 onrrt" 
L v lcLLOXi. -Ltiliy L-ll 


65 


§t n H^n+~ "i +■ \7 
^ xiixcii ux u_y 


54 




(U67134) PcMYBl protein [Petroselinum crispum] 


oeq» iNo . 


J u u / o 


C Arr Tf) 


LIB3053-003-O1-N1-B8 


jyieTinoa 


RT.AQTY 


NCBI GI 


g4467116 


BLAST score 


211 


Hi ValUc 


7 . 0e-17 


l v la.T-CIl xeny ull 


X VJ 


5- •! t~i "H "i 4* t 7 

t> laciiLity 


1 u 


WTRT Hocpri nf i nn 

1NO.DX UCOOIipLlUU 


(AL035538) hypothetical protein [Arabidopsis thaliana] 


be<~{. imo . 


ODD / 3 


oey* X u 


LIB3053-003-O1-N1-D1 






NCBI GI 


g4100433 


BLAST score 


326 


Hi vaJ. Uc 


2 Oe-30 


L v lctLL.Il XcIiyL.II 


1 


&• t ai^ 4~ 1 fir 

■5 luciiuity 




"Nrr"T~tT npesrn' rst"! on 

IN l^XJ X UCiJbJ.Xkyi-lUli 


(AF000378) beta-glucosidase [Glycine max] 


beq. IMO. 


jODoU 


Oci^ • x u 


LIB3053-003-O1-N1-H2 


lyiex-iioa. 


DXJTliJ 1 LM 


LnodX ox 




BLAST score 


63 


E value 


5.0e-27 


l v la.X.t_Xl Xciiy Uli 


X u J 


% identity 


85 


NCBI Description 


Glycine max FAD2-2 microsomal omega-6 desaturase mRNA, 




complete cds 


Seq. No. 


36681 


Seq. ID 


LIB3053-004-Q1-N1-C9 



5608 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl903367 

179 

4.0e-13 

76 

42 

(AC000104) ESTs gb_N65789, gb_T04628 come from this gene. 
[Arabidopsis thaliana] 

36682 

LIB3053-004-Q1-N1-F3 

BLASTN 

g!69157 

124 

3.0e-63 

224 

89 

Pisum sativum serine hydroxymethyltransf erase mRNA, 
complete cds 

36683 

LIB3053-004-Q1-N1-G12 

BLASTN 

g56539 

71 

1.0e-31 

186 

91 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 


36684 


Seq. ID 


LIB3053-005-Q1-N1-C12 


Method 


BLASTX 


NCBI GI 


g4097587 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


48 


% identity 


56 


NCBI Description 


(U64926) NTGP5 [Nicotiana tabacum] 


Seq. No. 


36685 


Seq. ID 


LIB3053-005-Q1-N1-D7 


Method 


BLASTX 


NCBI GI 


g984678 


BLAST score 


175 


E value 


1.0e-12 


Match length 


98 


% identity 


42 


NCBI Description 


(X62995) lipoamide dehydrogenase [Pisum 


Seq. No. 


36686 


Seq. ID 


LIB3053-005-Q1-N1-E11 


Method 


BLASTN 


NCBI GI 


g206371 


BLAST score 


42 



5609 



E value 


2.0e-14 


Match lencxth 


175 




86 


NCBI Description 


Rat (Sprague-Dawley) prolactin gene:exons IV, \ 


Qon" Mn 


36687 


Seq. ID 


LIB3053-005-Q1-N1-E2 


Life; UIIvJvJ. 


BLASTN 




a3309268 


BLAST score 


138 


E value 


1.0e-71 


Match Ipncrth 


330 


% idpntitv 


88 


MPRT npspT i r>1" ion 


Glycine max ferric leghemoglobin reductase-2 




mRNA, complete cds 


k_> d • LNU • 


36688 


Seq. ID 


LIB3053-005-Q1-N1-F3 


M<=» +■ H r*i H 


BLASTX 


NCBI GI 


g4314378 


BLAST score 


196 


E value 


4.0e-15 


Mafph 1 pnnth 


88 




45 


MPRT np^pTint ion 


(AC006232) putative lipase [Arabidopsis thai: 


OC^t LM L/ • 


36689 


OC^« J- u 


LIB3053-005-Q1-N1-H10 


Mp1~ h PvH 


BLASTN 






DT ACT cpnro 


75 


E value 


4.0e-34 


Match length 


169 


O XU.C 1 1 L, JL L, y 


95 


NPRT Dp splint ion 


R.norvegicus gene encoding prolactin, exon 5 




>gi 206360 gb JO 07 64 RATPRLHR5 Rat (hooded) ] 




: exon v and flanks 


JtJLj. L 1 * vj • 


36690 


Sea ID 


LIB3053-005-Q1-N1-H2 


Mpfhod 

J- 1^ LllVJU 


BLASTN 




a56539 




63 


E value 


6.0e-27 


Match length 


202 




87 


TsJP'Q T T^o oriri -pi-} - -? f^n 
JNVjIjX L/COL-lipLlUU 


R nnnrpai fn^ rrpnp pnpodincr prolactin* exon 5 




>rH ^Ofi^fiO ab J007 64 RATPRLHR5 Rat (hooded) 

J. U U J UU **J \J \J \J 1 VJ 1 T l\Tll J- i.\±-l±l A.\-(_X \XXWW*^wXA/ 








36691 


Seq. ID 


LIB3053-006-Q1-N1-C7 


Method 


BLASTX 


NCBI GI 


gll6395 


BLAST score 


278 


E value 


7.0e-25 


Match length 


87 



5610 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



62 

CHALCONE SYNTHASE (NARINGENIN-CHALCONE SYNTHASE) 

>gi_629662_pir S42523 naringenin-chalcone synthase (EC 

2.3.1.74) - parsley >gi_20514_emb_CAA24779_ (V01538) 
chalcone synthase [Petroselinum crispum] 

>gi_223820_prf 1001151A synthase, chalcone [Petroselinum 

crispum] 



36692 

LIB3053-006-Q1-N1-C8 

BLASTX 

g2465406 

278 

7.0e-25 

98 

54 

(AF020709) chalcone synthase 



[Vitis vinifera] 



36693 

LIB3053-006-Q1-N1-E5 

BLASTN 

g20728 

86 

1.0e-40 

293 

86 

Pea chloroplast GAPA mRNA encoding 

glyceraldehyde-3-phosphate dehydrogenase (GAPDH) subunit A 
(EC 1.2.1.13) 

36694 

LIB3053-006-Q1-N1-E7 

BLASTN 

gl053215 

390 

0.0e+00 

398 

99 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

36695 

LIB3053-006-Q1-N1-F12 

BLASTN 

g!675195 

128 

1.0e-65 

262 

87 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 

36696 

LIB3053-007-Q1-N1-D6 

BLASTN 

g56539 

75 



5611 



E value 3.0e-34 
Match length 200 
% identity 94 

NCBI Description R.norvegicus gene encoding prolactin, exon 5 

>gi__206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36697 

LIB3053-007-Q1-N1-E6 

BLASTN 

g3435305 

77 

3.0e-35 

281 

83 

Medicago sativa glycolate oxidase mRNA, partial cds 
36698 

LIB3053-007-Q1-N1-E7 

BLASTN 

g456713 

294 

1.0e-165 

367 

30 

Glycine max gene for ubiquitin, complete cds 
36699 

LIB3053-007-Q1-N1-F8 

BLASTX 

g2244876 

158 

1.0e-10 

135 
27 

(Z97338) hypothetical protein [Arabidopsis thaliana] 
36700 

LIB3053-007-Q1-N1-G11 

BLASTX 

g3860258 

225 

1.0e-18 

122 

41 

(AC005824) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36701 

LIB3053-008-Q1-N1-D10 

BLASTN 

g2218149 

36 

6.0e-ll 

136 

83 

Vigna unguiculata type Ilia membrane protein cp-wapll mRNA, 
complete cds 



5612 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36702 

LIB3053-009-Q1-N1-A4 

BLASTX 

g2673917 

180 

7.0e-21 

107 
56 

(AC002561) putative ATP-dependent RNA helicase [Arabidopsis 
thaliana] ' 



Seer. No. 


36703 


Qprr TO 


LIB3053-< 


Method 


BLASTX 


NCBI GI 


g2407800 




231 


ILi v a. -L u.c 


3. Oe-19 


lYiaLcn lengtu 


o o 


9- "i »-J -r> +~ -i +*T7 

-6 luenLity 




MOD X nAorri T>+* T ("\T"I 

iNL-ox uesciiptiuii 


( Y1 9^1^) 




36704 


Qprr ID 


LIB3053- 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


152 


E value 


5.0e-80 


Match length 


335 


% identity 


88 


NCBI Description 


Glycine : 




subunit ; 


Seq. No. 


36705 


Seq. ID 


LIB3053- 


Method 


BLASTN 


NCBI GI 


g255578 


BLAST score 


105 


E value 


6.0e-52 


Match length 


253 


% identity 


85 



(Y12575) histone H2A.F/Z [Arabidopsis thaliana] 



NCBI Description 



max=soybeans / cv. Wayne, Genomic, 666 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36706 

LIB3053-009-Q1-N1-F2 

BLASTX 

g3337356 

138 

1.0e-08 

63 
54 

(AC004481) putative protein transport protein SEC61 alpha 
subunit [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



36707 

LIB3053-009-Q1-N1-F3 



5613 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



BLASTN 

g456713 

361 

0.0e+00 

385 

29 

Glycine max gene for ubiquitin, complete cds 
36708 

LIB3053-009-Q1-N1-F8 

BLASTX 

gl44312 

169 

3.0e-18 

107 

56 

(J01566) 13.8 kd ORE 1 [Plasmid ColEl] 
36709 

LIB3053-010-Q1-N1-A4 

BLASTX 

g2244997 

140 

1.0e-08 

107 

36 

(Z97341) unnamed protein product [Arabidopsis thaliana] 
36710 

LIB3053-010-Q1-N1-A7 

BLASTN 

g206371 

83 

8.0e-39 

300 

92 

Rat (Sprague-Dawley) prolactin gene:exons IV, V and flanks 
36711 

LIB3053-010-Q1-N1-D9 

BLASTN 

gl053215 

312 

1.0e-175 

351 

98 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

36712 

LIB3053-010-Q1-N1-E7 

BLASTN 

gl055367 

400 

0.0e+00 

404 

100 



5614 



NCBI Description Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



36713 

LIB3053-010-Q1-N1-F1 

BLASTX 

g629669 

141 

1.0e-08 

87 . 
41 



NCBI Description hypothetical protein - tomato 



Seq* No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



36714 

LIB3053-011-Q1-N1-D7 

BLASTX 

g3461828 

152 

6.0e-10 

71 

44 

(AC004138) unknown protein [Arabidopsis thaliana] 



36715 

LIB3053-011-Q1-N1-E4 

BLASTX 

gl834387 

183 

7.0e-14 

71 

59 

(Y11022) chalcone synthase 



[Betula pendula] 



36716 

LIB3053-011-Q1-N1-F5 

BLASTN 

gl8646 

119 

2.0e-60 

226 

90 

Soybean mRNA for HMG-Y related protein, variant A 
36717 

LIB3053-011-Q1-N1-G12 

BLASTX 

g3114573 

497 

2.0e-50 
133 
66 

(AF019383) 
piperita] 



l-deoxyxylulose-5-phosphate synthase [Mentha x 



36718 

LIB3053-012-Q1-N1-B2 
BLASTX 



5615 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



g2828293 
167 

1.0e-ll 

40 
68 

(AL021687) 



putative protein [Arabidopsis thaliana] 



36719 

LIB3053-012-Q1-N1-B8 

BLASTX 

g267120 

208 

2.0e-16 

107 
46 

THIOREDOXIN F-TYPE PRECURSOR (TRX-F) >gi_100070_pir S20929 

thioredoxin f precursor - garden pea 

>gi__20907_emb_CAA45098_ (X63537) thioredoxin F [Pisum 
sativum] >gi_1388086 (U35830) thioredoxin f [Pisum sativum] 



36720 

LIB3053-012-Q1-N1-E7 

BLASTN 

gl70075 

87 

3.0e-41 

195 

91 

Soybean calmodulin (SCaM-4) 



mRNA, complete cds 



36721 

LIB3053-012-Q1-N1-E9 

BLASTX 

g3550467 

133 

2.0e-16 

96 

58 

(AJ005286) cp31AHv protein 



[Hordeum vulgare] 



36722 

LIB3053-013-Q1-N1-B4 

BLASTN 

g399647 

54 

2.0e-21 

142 

85 

Lycopersicon esculentum (DB244) meloidogyne-induced giant 
cell protein mRNA, 3* end 

36723 

LIB3053-013-Q1-N1-B5 

BLASTX 

g4567283 

232 

1.0e-19 



5616 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



76 
59 

(AC006841) unknown protein [Arabidopsis thaliana] 
36724 

LIB3053-013-Q1-N1-C7 

BLASTN 

g758693 

47 

3.0e-17 

174 
82 

Catharanthus roseus S-adenosyl-L-methionine decarboxylase 
proenzyme mRNA, complete cds 

36725 

LIB3053-013-Q1-N1-D10 

BLASTX 

g2911067 

352 

2.0e-33 

109 
65 

(AL021960) UV-damaged DNA-binding protein- like 
[Arabidopsis thaliana] 

36726 

LIB3053-013-Q1-N1-E2 

BLASTN 

g255451 

79 

2.0e-36 

175 

86 

CH5B=chitinase [Phaseolus vulgaris=beans, cv Saxa, Genomic, 
4704 nt] 

36727 

LIB3053-013-Q1-N1-E9 

BLASTN 

g56539 

95 

5.0e-46 

281 

95 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



36728 

LIB3053-014-Q1-N1-B2 

BLASTX 

g!644388 

291 

3.0e-26 

134 

43 



5617 



NCBI Description (U72654) flavonoid 3 ' 5 ' -hydroxylase [Eustoma grandif lorum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36729 

LIB3053-014-Q1-N1-B5 

BLASTX 

g4567225 

209 

6.0e-17 

52 
77 

(AC007119) unknown protein [Arabidopsis thaliana] 



beq. wo. 




Seq. ID 




Method 


BLASTX 


NCBI GI 


g3885334 


BLAST score 


1 T) 

1 ( z 


E value 


3 . Oe-12 


Match length 


56 


% identity 


by 


NCBI Description 


(AC005623) putative argonaute e 




thaliana] 


Seq. No. 


36731 


Seq. ID 


LIB3055-001-Q1-B1-B1 


Method 


BLASTX 


NCBI GI 


~ O O /I r o n o 

g224oi /o 


BLAST score 


212 


E value 


4 . Oe-17 


Match length 


44 


% identity 


86 


NCBI Description 


(U83245) auxin response factor 


Seq. No. 




Seq. ID 


LIB3055-001-Q1-B1-B11 


Method 


BLASTX 


NCBI GI 


g3204106 


BLAST score 


264 


E value 


3 . Oe-23 


Match length 


JLUO 


% identity 


52 


NCBI Description 


(AJ0067 63) putative beta-amila 


Seq. No. 


36733 


Seq. ID 


LIB3055-001-Q1-B1-B5 


Method 


BLASTX 


NCBI GI 


g2244780 


BLAST score 


139 


E value 


4.0e-19 


Match length 


87 


% identity 


67 


NCBI Description 


(Z97335) hypothetical protein 


Seq. No. 


36734 


Seq. ID 


LIB3055-001-Q1-B1-D6 


Method 


BLASTX 


NCBI GI 


g3047082 



1 [Arabidopsis thaliana] 



5618 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



225 

1.0e-18 

57 
72 

(AF058914) similar to Vigna radiata pectinacetylesterase 
precursor (GB:X99348) [Arabidopsis thaliana] 

36735 

LIB3055-001-Q1-B1-D9 

BLAST N 

g340697 

77 

2.0e-35 

185 

85 

Soybean chloroplast 16S/23S ribosomal intergenic spacer DNA 
36736 

LIB3055-001-Q1-B1-E3 

BLASTX 

g4049399 

155 

2.0e-10 

62 
48 

(Y09581) FR02 [Arabidopsis thaliana] 
36737 

LIB3055-001-Q1-B1-F4 

BLASTX 

g267069 

139 

9.0e-09 

44 

61 

TUBULIN ALPHA- 2 /ALPHA- 4 CHAIN >gi_320183_pir JQ1594 

tubulin alpha chain - Arabidopsis thaliana >gi_166914 
(M84696) apha-2 tubulin [Arabidopsis thaliana] >gi_166916 
(M84697) alpha-4 tubulin [Arabidopsis thaliana] 

36738 

LIB3055-001-Q1-B1-G6 

BLASTN 

g3219360 

38 

3.0e-12 

70 

89 

Glycine max biotin carboxylase precursor (accC-3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

36739 

LIB3055-001-Q1-B1-G8 

BLASTX 

g547886 

245 

5.0e-21 



5619 



101 
52 

MALATE OXIDOREDUCTASE, CHLOROPLAST PRECURSOR (MALIC ENZYME) 
(ME) ( NAD P- DEPENDENT MALIC ENZYME) (NADP-ME) 

>gi_542102_pir S42939 malate dehydrogenase 

(oxaloacetate-decarboxylating) (NADP+) (EC 1.1.1.40) 

precursor - Flaveria pringlei >gi_1084444_pir S52016 

malate dehydrogenase (oxaloacetate-decarboxylating) (NADP-H) 
(EC 1.1.1.40) - Flaveria pringlei >gi_459441_emb_CAA54986_ 
(X78069) malate dehydrogenase (oxaloacetate 
decarboxylating) (NADP+) [Flaveria pringlei] 

Seq. No. 36740 

Seq. ID LIB3055-001-Q1-B1-H11 

Method BLASTX 

NCBI GI g309673 

BLAST score 338 

E value 7.0e-32 

Match length 103 

% identity 74 , 
NCBI Description (L19651) light harvesting protein [Pisum sativum] 

36741 

LIB3055-001-Q1-B1-H3 
BLASTX 
gl086252 . 
202 

5.0e-16 

94 
45 

sucrose cleavage protein - Potato >gi_707001Jobs_157931 
(S74161) sucrolytic enzyme/f erredoxin homolog [Solanum 
tuberosum=potatoes, cv. Cara, leaf, Peptide, 322 aa] 
[Solanum tuberosum] 

Seq. No. 36742 

Seq. ID LIB3055-001-Q1-B1-H4 

Method BLASTN 

NCBI GI gl055367 

BLAST score 197 

E value 1.0e-107 

Match length 225 

% identity 97 

NCBI Description Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

Seq. No. 36743 

Seq. ID LIB3055-002-Q1-B1-D12 

Method BLASTN 

NCBI GI gl360633 

BLAST score 71 

E value 1.0e-31 

Match length 174 

% identity 88 

NCBI Description V.sativa mRNA for protein binding to ENOD12B promoter 

Seq. No. 36744 



Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5620 



Seq. ID 


LIB3055-002-Q1-B1-E4 


IMG L. I l\J\Ji 


BLASTX 


NCBI GI 


g4337025 


BliAST score 


281 


F value 


3.0e-25 


rid u i— ii ±ciiy Lii 


97 




61 


KIPRT Dp ^ friction 


(AF123253) AIM1 protein [Arabidopsis 




36745 


Spa ID 


LIB3055-002-Q1-B1-G1 




BLASTX 


NCBI GI 


g309673 


BLAST score 


305 


F. va 1 tip 


2.0e-39 


Ma1~r*h 1 pnnth 

Liu L- 1 -LC^-lly Ull 


117 


o xucii i l y 


77 


NCBI Description 


(L19651) light harvesting protein [P 


oeq . iNu . 


36746 


Seq. ID 


LIB3055-002-Q1-B1-G10 


11C L1IUU 


BLASTN 


NPRT 

"vj- J— ) X SJ-L 


a!8551 

W -I- v w w X, 


BLAST score 


307 


E value 


1.0e-172 


Ma +■ r~* Vi 1 pn rrt" n 


358 




96 


\T("*'RT Do qrr i nfi on 

IN W J3 X UCOOIXpL±Ull 


Soybean Cab3 gene for PS I I LHCII chl 




■n"ro1"P"i n 


oeq • lnu • 


36747 


Seq. ID 


LIB3055-003-Q1-N1-B10 


Method 


BLASTX 


NCBI GI 


g3860256 


BLAST score 


449 


E value 


1.0e-44 


Match length 


124 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



68 

(AC005824) putative tRNA isopentenylpyrophosphate 
transferase [Arabidopsis thaliana] 

36748 

LIB3055-003-Q1-N1-C2 

BLASTN 

g!556445 

96 

1.0e-46 

232 

85 

Hordeum vulgare alpha tubulin (tubA) mRNA, complete cds 
36749 

LIB3055-004-Q1-N1-B12 

BLASTN 

gl8644 

60 

4.0e-25 



5621 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



W 
240 
86 

Soybean mRNA for HMG-1 like protein 



36750 

LIB3055-004-Q1-N1-C12 

BLASTN 

gl70053 

60 

2.0e-25 

106 

90 

Soybean ribosomal protein Sll mRNA, 



3 1 end 



36751 

LIB3055-004-Q1-N1-C9 

BLASTN 

g310575 

267 

1.0e-148 

408 
94 

Glycine max nodulin-26 mRNA, complete cds 
36752 

LIB3055-004-Q1-N1-D12 

BLASTX 

g4063751 

223 

3.0e-18 

137 
39 

(AC005851) putative white protein [Arabidopsis thaliana] 
>gi_4510409__gb_AAD214 95.1_ (AC006929) putative white 
protein [Arabidopsis thaliana] 

36753 

LIB3055-004-Q1-N1-D2 

BLASTX 

g2281627 

216 

2.0e-17 

62 

61 

(AF003094) AP2 domain containing protein RAP2.1 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36754 

LIB3055-004-Q1-N1-D8 

BLASTX 

g2104535 

120 

8.0e-12 

45 

84 

(AF001308) T10M13.13 [Arabidopsis thaliana] 



5622 



Seq. No. 36755 

Seq. ID LIB3055-004-Q1-N1-E8 

Method BLASTX 

NCBI GI g2465923 

BLAST score 27 0 

E value 9.0e-24 

Match length 129 

% identity 18 

NCBI Description (AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

Seq. No. 36756 

Seq. ID LIB3055-004-Q1-N1-H8 

Method BLASTN 

NCBI GI g4220645 

BLAST score 102 

E value 4.0e-50 

Match length 24 6 

% identity 85 

NCBI Description Arabidopsis thaliana genomic DNA, chromosome 3, PI clone 
MYA6, complete sequence [Arabidopsis thaliana] 

Seq. No. 36757 

Seq. ID LIB3055-005-Q1-N1-C8 

Method BLASTN 

NCBI GI g303900 

BLAST score 34 6 

E value 0.0e+00 

Match length 411 

% identity 31 

NCBI Description Soybean gene for ubiquitin, complete cds 

Seq. No. 36758 

Seq. ID LIB3055-005-Q1-N1-D11 

Method BLASTX 

NCBI GI g4234955 

BLAST score 149 

E value 2.0e-09 

Match length 144 

% identity 33 . 
NCBI Description (AF098971) NBS-LRR-like protein cD8 [Phaseolus vulgaris] 

36759 

LIB3055-005-Q1-N1-E2 
BLASTN 
gl053215 
360 

0.0e+00 
396 
98 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq, No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 36760 

Seq. ID LIB3055-005-Q1-N1-F8 

Method BLASTX 

NCBI GI gll75014 



5623 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



180 

8.0e-14 

48 

75 

PLASMA MEMBRANE INTRINSIC PROTEIN 2B >gi_629543_pir S44085 

plasma membrane intrinsic protein 2b - Arabidopsis thaliana 
>gi_472879_emb_CAA534 78_ (X75884) plasma membrane intrinsic 
protein 2b [Arabidopsis thaliana] 

36761 

LIB3055-005-Q1-N1-H1 

BLASTX 

g231573 

260 

1.0e-22 

101 
54 

L-ASPARAGINASE (L-ASPARAGINE AMI DOH YDROLAS E ) 

>gi_99970_pir S24757 asparaginase (EC 3.5.1.1) - 

narrow-leaved blue lupine >gi_19135_emb_CAA43099_ (X60691) 
developing seed L-asparaginase [Lupinus angustifolius] 

36762 

LIB3055-006-Q1-N1-B12 

BLASTX 

g4455313 

215 

2.0e-17 

93 

46 

(AL035528) fatty acid elongase-like protein (cer2-like) 
[Arabidopsis thaliana] 

36163 

LIB3055-006-Q1-N1-B9 

BLASTX 

g2769642 

606 

4.0e-63 

144 

77 

(Z97215) nine-cis-epoxycarotenoid dioxygenase [Lycopersicon 
esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



36764 

LIB3055-006-Q1-N1-E12 

BLASTX 

g2244865 

175 

9.0e-13 

73 

41 

(Z97337) hypothetical protein [Arabidopsis thaliana] 
36765 

LIB3055-006-Q1-N1-E5 
BLASTX 



5624 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3548802 
336 

2.0e-31 

125 
54 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_4335769_gb_AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq* No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36766 

LIB3055-006-Q1-N1-F2 

BLASTX 

g3047104 

271 

7.0e-24 

82 
66 

(AF058919) No definition line 



found [Arabidopsis thaliana] 



Seq* No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36767 

LIB3055-007-Q1-N1-B6 

BLASTX 

g4467126 

596 

5.0e-62 

133 
90 

(AL035538) guanine nucleotide-exchange protein-like 
[Arabidopsis thaliana] 



Seq. No. 


36768 


Seq* ID 


LIB3055-007-Q1-N1-C1 


Method 


BLASTX 


NCBI GI 


g2642443 


BLAST score 


447 


E value 


2.0e-44 


Match length 


136 


% identity 


57 


NCBI Description 


(AC002391) putative cytochrome 


Seq. No. 


36769 


Seq. ID 


LIB3055-007-Q1-N1-E2 


Method 


BLASTN 


NCBI GI 


gl370202 


BLAST score 


198 


E value 


l.Qe-107 


Match length 


314 


% identity 


91 


NCBI Description 


L.japonicus mRNA for small GTP 


Seq. No. 


36770 


Seq. ID 


LIB3055-007-Q1-N1-E6 


Method 


BLASTX 


NCBI GI 


gl657374 


BLAST score 


508 


E value 


1.0e-51 


Match length 


123 



5625 



% identity 

NCBI Description 



74 

(X96853) endo-beta-1, 4-glucanase [Prunus persica] 
>gi_1657380_emb_CAA65600_ (X96856) endo-beta-1, 4-glucanase 
[Prunus persica] 



Seq. No. 


36771 


Seq. ID 


LIB3055-007-Q1-N1-H5 


Method 


BLASTX 


NCBI GI 


g2190553 


BLAST score 


169 


E value 


4 . Oe-12 


Match length 


77 


% identity 


47 


NCBI Description 


(AC001229) Strong similarity to Arabidopsis 




zeta-crystallin-like protein (gb_Z49268) . [Arabi 




thaliana] 


Seq. No. 


36772 


Seq. ID 


LIB3055-008-Q1-N1-B10 


Method 


BLASTX 


NCBI GI 


gl871177 


BLAST score 


301 


E value 


1.0e-27 


Match length 


76 


% identity 


78 


NCBI Description 


(U90439) unknown protein [Arabidopsis thaliana] 


Seq. No. 


36773 


Seq. ID 


LIB3055-008-Q1-N1-B4 


Method 


BLASTN 


NCBI GI 


g3033512 


BLAST score 


161 


E value 


2.0e-85 


Match length 


387 


% identity 


86 


NCBI Description 


Phaseolus vulgaris rubisco activase (Real) mRNA, 




cds 


Seq. No. 


36774 


Seq. ID 


LIB3055-008-Q1-N1-C9 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


407 


E value 


0.0e+00 


Match length 


411 


% identity 


100 


NCBI Description 


Glycine max ribulose-1, 5-bisphosphate carboxylas 




subunit mRNA, complete cds 


Seq. No. 


36775 


Seq. ID 


LIB3055-008-Q1-N1-D4 


Method 


BLASTX 


NCBI GI 


gl507699 


BLAST score 


181 


E value 


2.0e-13 


Match length 


49 


% identity 


69 



complete 



5626 



NCBI Description 



(L81119) COL2 [Arabidopsis thaliana] >gi_1507701 (L81120) 
C0L2 [Arabidopsis thaliana] 



Seq. No. 


36776 


Seq. ID 


LIB3055-008-Q1-N1-E7 


Method 


BLASTX 


NCBI GI 


g4027897 


BLAST score 


484 


E value 


6.0e-49 


Match length 


113 


% identity 


77 


NCBI Description 


(AF04 9353) alpha-expansin precursor [Nicotiana ■ 


Seq* No. 


36777 


Seq. ID 


LIB3055-009-Q1-N1-F1 


Method 


BLASTX 


NCBI GI 


g2245107 


BLAST score 


291 


E value 


3.0e-26 


Match length 


86 


% identity 


44 


NCBI Description 


(Z97343) thioesterase homolog [Arabidopsis thai 


Seq. No. 


36778 


Seq. ID 


LIB3055-009-Q1-N1-G12 


Method 


BLASTN 


NCBI GI 


g556835 


BLAST score 


109 


E value 


3.0e-54 


Match length 


328 


% identity 


89 


NCBI Description 


P. vulgaris mRNA for profilin 


Seq. No. 


36779 


Seq. ID 


LIB3055-010-Q1-N1-A4 


Method 


BLASTX 


NCBI GI 


g2148014 


BLAST score 


140 


E value 


8.0e-09 


Match length 


46 


% identity 


25 


NCBI Description 


rhodopsin - Alloteuthis subulata 


Seq. No. 


36780 


Seq. ID 


LIB3055-010-Q1-N1-A9 


Method 


BLASTX 


NCBI GI 


g2267139 


BLAST score 


170 


E value 


4.0e-12 


Match length 


55 


% identity 


64 


NCBI Description 


(AF008 910) ubiquitin-conjugating enzyme [Prunus 


Seq. No. 


36781 


Seq. ID 


LIB3055-010-Q1-N1-B9 


Method 


BLASTN 


NCBI GI 


g!053215 



5627 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



228 

1.0e-125 

284 

95 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

36782 

LIB3055-010-Q1-N1-C6 

BLASTX 

g4455235 

243 

4.0e-21 

52 
88 

(AL035523) PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 
SUBUNIT-like [Arabidopsis thaliana] 

36783 

LIB3055-010-Q1-N1-E4 

BLASTN 

g2961299 

92 

3.0e-44 

224 

85 

Cicer arietinum mRNA for ribosomal protein L24 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36784 

LIB3055-010-Q1-N1-G1 

BLASTX 

g3242709 

174 

2.0e-14 

80 
57 

(AC003040) putative guanine nucleotide-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36785 

LIB3055-010-Q1-N1-G4 

BLASTN 

g300418 

74 

1.0e-33 

106 

92 

aspartate aminotransferase isozyme 
cv. Century, mRNA, 1755 nt] 



5 [Glycine max-soybeans, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



36786 

LIB3055-010-Q1-N1-H5 

BLASTX 

g4204312 

499 

1.0e-50 
136 



5628 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



70 

(AC003027) lcl_prt_seq No definition line found 
[Arabidopsis thaliana] 

36787 

LIB3055-011-Q1-N1-A5 

BLASTX 

g4512657 

401 

4.0e-39 

125 

62 

(AC006931) putative APG protein [Arabidopsis thaliana] 
>gi_4544463_gb__AAD22370.1_AC006580_2 (AC006580) putative 
APG isolog protein [Arabidopsis thaliana] 

36788 

LIB3055-011-Q1-N1-C5 

BLASTX 

g4191789 

476 

6.0e-48 

129 

77 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 

36789 

LIB3055-011-Q1-N1-D7 

BLASTX 

gll43511 

110 

5.0e-ll 

88 
49 

(Z47076) Ser/Thr protein phosphatase homologous to PPX 

[Malus domestical >gi_1586034_prf 2202340A Ser/Thr protein 

phosphatase [Malus domestical 

36790 

LIB3055-011-Q1-N1-E9 

BLASTN 

gl381675 

80 

5.0e-37 

80 

100 

Glycine max small GTP-binding protein (sral) mRNA, partial 
cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



36791 

LIB3055-011-Q1-N1-F11 

BLASTX 

g4191789 

284 

6.0e-26 
95 



5629 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(AC005917) putative transmembrane transport protein 
[Arabidopsis thaliana] 

36792 

LIB3055-011-Q1-N1-F2 

BLASTX 

gll4200 

226 

9.0e-19 

79 
54 

SHIKIMATE KINASE PRECURSOR >gi_100253_pir S21584 shikimate 

kinase precursor - tomato >gi_1934 9_erab_CAA45121_ (X63560) 
shikimate kinase precursor [Lycopersicon esculentum] 

36793 

LIB3055-012-Q1-N1-E10 

BLASTX 

g2827699 

231 

3.0e-19 

78 

63 

(AL021684) predicted protein [Arabidopsis thaliana] 
36794 

LIB3055-012-Q1-N1-F9 

BLASTN 

g508303 

73 

7.0e-33 

173 

86 

Alfalfa bimodular protein (corC) mRNA, complete cds 
36795 

LIB3055-012-Q1-N1-G10 

BLASTN 

gll42620 

50 

4.0e-19 

108 
93 

Phaseolus vulgaris phaseolin G-box binding protein PG2 
(PG2) mRNA, partial cds 

36796 

LIB3055-012-Q1-N1-H1 

BLASTX 

g4510373 

183 

1.0e-13 

71 

52 

(AC007017) putative harpin-induced protein [Arabidopsis 
thaliana] 



5630 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36797 

LIB3055-012-Q1-N1-H9 

BLASTX 

g3236238 

208 

6.0e-23 

74 

77 

(AC004684) putative ARF1 GTPase activating protein 
[Arabidopsis thaliana] >gi_4519792_dbj_BAA75744 . 1_ 
(AB017876) Aspl [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E v^alue 

Match length 

% identity 

NCBI Description 



36798 

LIB3055-013-Q1-N1-A10 

BLASTN 

g!8551 

127 

4.0e-65 

143 

97 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36799 

LIB3055-013-Q1-N1-A5 

BLASTX 

g2739010 

220 

3.0e-18 

81 
59 

(AF022464) CYP77A3p [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36800 

LIB3055-013-Q1-N1-A8 

BLASTX 

g2062167 

224 

2.0e-18 
95 
51 

(AC001645) 
thaliana] 



Proline-rich protein APG isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36801 

LIB3055-013-Q1-N1-B3 

BLASTX 

g2924781 

478 

3.0e-48 
128 
69 

(AC002334) 
thaliana] 



putative cellulose synthase [Arabidopsis 



Seq. No. 



36802 



5631 



LIB3055-013-Q1-N1-D9 
BLASTX 
gll73223 
237 

4.0e-20 
91 
60 

40S RIBOSOMAL PROTEIN Sll >gi_454848 (L28831) ribosomal 
protein Sll [Glycine max] 

Seq. No. 36803 

Seq. ID LIB3055-013-Q1-N1-E4 

Method BLASTN 

NCBI GI g20728 

BLAST score 39 

E value 1.0e-12 

Match length 99 

% identity 90 

NCBI Description Pea chloroplast GAPA mRNA encoding 

glyceraldehyde-3-phosphate dehydrogenase (GAPDH) subumt A 
(EC 1.2.1.13) 

36804 

LIB3055-013-Q1-N1-F7 
BLASTN 
g56539 
91 

1.0e-43 
206 
94 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 

Seq. No. 36805 

Seq. ID LIB3055-013-Q1-N1-G7 

Method BLASTX 

NCBI GI g2791276 

BLAST score 170 

E value 4.0e-12 

Match length 80 

% identity 49 , 

NCBI Description (Z95327) Cleavage Stimulation Factor (CF-1, Polyadenylation 
Factor) 64 kD subunit [Homo sapiens] 

Seq. No. 36806 

Seq. ID LIB3056-001-Q1-B1-C6 

Method BLASTX 

NCBI GI gl703200 

BLAST score 116 

E value 7.0e-12 

Match length 58 

% identity 67 

NCBI Description PROTEIN KINASE AFC 2 >gi_601789 (U16177) protein kinase 

[Arabidopsis thaliana] >gi_642130_dbj_BAA08214_ (D45353) 
protein kinase [Arabidopsis thaliana] 

>gi_4220516_emb_CAA22989_ (AL035356) protein kinase (AFC2) 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5632 



[Arabidopsis thaliana] 



Seq. No. 36807 

Seq. ID LIB3056-001-Q1-B1-D10 

Method BLASTX 

NCBI GI g3687389 

BLAST score 365 

E value 5.0e-35 

Match length 110 

% identity 68 

NCBI Description (Y16124) putative cullin protein [Lycopersicon esculentum] 

Seq. No. 36808 

Seq. ID LIB3056-001-Q1-B1-E11 

Method BLAST N 

NCBI GI g2654093 

BLAST score 44 

E value 1.0e-15 

Match length 164 

% identity 82 

NCBI Description Glycine max aspartate aminotransferase glyoxysomal isozyme 
AAT1 precursor and aspartate aminotransferase cytosolic 
isozyme AAT2 (AAT) mRNA, complete cds 

36809 

LIB3056-001-Q1-B1-F4 
BLAST N 
g56539 
84 

2.0e-39 

232 
93 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 

Seq. No. 36810 

Seq. ID LIB3056-001-Q1-B1-G1 

Method BLASTX 

NCBI GI g2660670 

BLAST score 367 

E value 3.0e-35 

Match length 108 

% identity 68 

NCBI Description (AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 

Seq. No. 36811 

Seq. ID LIB3056-001-Q1-B1-G3 

Method BLASTX 

NCBI GI g549063 

BLAST score 267 

E value 1.0e-23 

Match length 79 

% identity 65 

NCBI Description TRANSLAT IONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_10724 64_pir A38958 IgE-dependent histamine-releasing 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5633 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 

36812 

LIB3056-002-Q1-B1-A11 

BLASTX 

g4102600 

128 

4.0e-13 

116 

51 

(AF013467) ARF6 [Arabidopsis thaliana] 



36813 

LIB3056-002-Q1-B1-B11 

BLASTN 

g4039114 

66 

1.0e-28 

300 
87 

Glycine max alcohol-dehydrogenase (Adh-2) 



gene, partial cds 



36814 

LIB3056-002-Q1-B1-F5 

BLASTN 

g56539 

76 

1.0e-34 

310 
91 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 36815 

Seq. ID LIB3056-002-Q1-B1-G2 

Method BLASTX 

NCBI GI g417744 

BLAST score 316 

E value 2.0e-29 

Match length 89 

% identity 73 

NCBI Description ADENOSYLHOMOCYSTEINASE (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_169663 (M81885) 
S-adenosylhomocysteine hydrolase [Petroselinum crispum] 

Seq. No. 36816 

Seq. ID LIB3056-002-Q1-B1-H2 

Method BLASTX 

NCBI GI g3372230 

BLAST score 204 

E value 4.0e-16 

Match length 62 

% identity 63 

NCBI Description (AF017074) RNA polymerase I, II and III 16.5 kDa subunit 
[Arabidopsis thaliana] 



5634 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36817 

LIB3056-003-Q1-N1-A3 

BLASTN 

g56539 

87 

2.0e-41 

219 

92 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb__J007 64_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36818 

LIB3056-003-Q1-N1-B11 

BLASTX 

gl856971 

263 

4.0e-23 

89 

62 

(D26058) This gene is specifically expressed at the S phase 
during the cell cycle in the synchronous culture of 
periwinkle cells. [Catharanthus roseus] 

36819 

LIB3056-003-Q1-N1-B7 

BLASTX 

g4512685 

306 

5.0e-28 

100 

57 

(AC006931) hypothetical protein [Arabidopsis thaliana] 
>gi_4559325_gb_AAD22987.1_AC007087_6 (AC007087) 
hypothetical protein [Arabidopsis thaliana] 

36820 

LIB3056-003-Q1-N1-C1 

BLASTX 

g2911073 

477 

4.0e-48 

130 

72 

(AL021960) putative protein [Arabidopsis thaliana] 
36821 

LIB3056-003-Q1-N1-C12 

BLASTN 

g56539 

68 

6.0e-30 

169 

92 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb__J007 64_RATPRLHR5 Rat (hooded) prolactin gene 



5635 



w 

exon v and flanks 





Seq. No. 


36822 




Seq. ID 


LIB3056-003-O1-N1-E11 




Method 


BLASTN 




NCBI GI 


g2879810 




BLAST score 


88 




E value 


8.0e-42 




Match length 


268 




% identity 


84 




NCBI Description 


Lupinus luteus mRNA for ribosomal protein L30 




Seq. No, 


36823 




Sea. ID 


LIB3056-003-O1-N1-E8 




Method 


BLASTX 




NCBI GI 


g3395428 


..•iisss. 


BLAST score 


326 




E value 


2.0e-30 




Match length 


91 




% identity 


69 




NCBI Description 


(AC004 683) unknown protein [Arabidopsis thaliana 




Seq. No. 


36824 






T.TR^fl S fi-DO "3— Ol —Ml -F? 
jjioju ju v-*- rt. 




Method 


BLASTN 


y ^ 


NCBI GI 


g3860330 




BLAST score 


91 




E value 


1.0e-43 




Match length 


167 




% identity 


89 




NCBI Description 


Cicer arietinum mRNA for hypothetical protein, c 




Seq. No. 


36825 




Seq. ID 






Method 


BLASTX 




NCBI GI 


g4091806 




BLAST score 


163 




E value 


2.0e-ll 




Match length 


57 




% identity 


32 




NCBI Description 


(AF052585) CONSTANS-like protein 2 [Malus domest 




Seq. No* 


36826 




q P rr TD 

O C W . -L U 






Method 


BLASTX 




NCBI GI 


gl418990 




BLAST score 


405 




E value 


1.0e-39 




Match length 


120 




% identity 


67 




NCBI Description 


(Z75524) unknown [Lycopersicon esculentum] 




Seq. No. 


36827 




Seq. ID 


LIB3056-003-Q1-N1-H7 




Method 


BLASTX 




NCBI GI 


g3786011 




BLAST score 


181 



5636 



E value 
Match length 
% identity 
NCBI Description 



2.0e-13 

68 

84 

(AC005499) putative elongation factor [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36828 

LIB3056-003-Q1-N1-H9 

BLASTX 

g2765442 

184 

7.0e-14 

56 

68 

(Y15066) putative transcription factor [Arabidopsis 
thaliana] 

36829 

LIB3056-004-Q1-N1-A11 

BLASTN 

g56539 

91 

1.0e-43 

268 

94 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J007 64JRATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



36830 

LIB3056-004-Q1-N1-A6 

BLASTX 

g2702277 

328 

1.0e-30 

77 

78 

(AC003033) putative cyclin g-associated kinase [Arabidopsis 
thaliana] >gi_2914689 (AC003974) putative cyclin 
g-associated kinase [Arabidopsis thaliana] 

36831 

LIB3056-004-Q1-N1-B4 

BLASTN 

g3021505 

69 

9.0e-31 

157 

86 

N.tabacum mRNA for NAD-dependent isocitrate dehydrogenase 
36832 

LIB3056-004-Q1-N1-F3 

BLASTN 

g210811 

106 

1.0e-52 



5637 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



258 
86 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

36833 

LIB3056-004-Q1-N1-F5 

BLASTX 

g2642154 

156 

1.0e-10 

62 
56 

(AC003000) unknown protein [Arabidopsis thaliana] 
>gi__3790595 (AF079186) RING-H2 finger protein RHC2a 
[Arabidopsis thaliana] 

36834 

LIB3056-004-Q1-N1-F6 

BLASTN 

gl370197 

87 

4.0e-41 

315 
82 

L.japonicus mRNA for small GTP-binding protein, RAB8E 
36835 

LIB3056-004-Q1-N1-G3 

BLASTX 

gl841540 

144 

2.0e-09 

71 

46 

(U87317) ATP citrate lyase [Drosophila melanogaster] 
36836 

LIB3056-005-Q1-N1-E5 

BLASTX 

g2443878 

163 

2.0e-ll 

81 
53 

(AC002294) Unknown protein [Arabidopsis thaliana] 
36837 

LIB3056-005-Q1-N1-H3 

BLASTX 

gl621467 

242 

7.0e-21 

68 

68 

(U73106) laccase [Liriodendron tulipifera] 



5638 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36838 

LIB3056-006-Q1-N1-A1 

BLASTX 

gl771162 

222 

2.0e-18 

83 

57 

(X98930) SBT2 [Lycopersicon esculentum] 
>gi_3jo87307_emb_CAA07000_ (AJ006379) subtilisin-like 
protease [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36839 

LIB3056-006-Q1-N1-E4 
BLASTX 
g2129739 
260 

8.0e-23 

67 
82 

shaggy-like kinase etha 
>gi_1161512_erab_CAA64409_ . 

[Arabidopsis thaliana] >gi_1627516_emb_CAA70144 
shaggy-like kinase etha [Arabidopsis thaliana] 



Arabidopsis thaliana 
(X94 939) shaggy-like kinase etha 

(Y08947) 



Seq. No. 


36840 


Ccirr IT) 

O tJ V-J • J- u 


LIB3056-006-Q1-N1-E5 


Method 


BLASTX 


NCBI GI 


g2245131 


BLAST score 


175 


E value 


1.0e-12 


Match length 


70 


% identity 


56 


NCBI Description 


(Z97344) hypothetical protein 


Seq. No. 


36841 


Seq. ID 


LIB3056-006-Q1-N1-F6 


Method 


BLASTN 


NCBI GI 


g!619904 


BLAST score 


33 


E value 


4.0e-09 


Match length 


53 


% identity 


91 


NCBI Description 


Glycine max thiol protease iso 


Seq. No. 


36842 


Seq. ID 


LIB3056-006-Q1-N1-F7 


Method 


BLASTX 


NCBI GI 


g2827550 


BLAST score 


433 


E value 


7.0e-43 


Match length 


136 


% identity 


58 


NCBI Description 


(AL021635) leucine rich repeat 




[Arabidopsis thaliana] 


Seq. No. 


36843 



5639 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3056-006-Q1-N1-G9 
BLASTX 
g2661840 
367 

4.0e-35 

92 
75 

(Y15430) adenosine kinase [Physcomitrella patens] 
36844 

LIB3056-007-Q1-N1-B2 

BLAST N 

g3941288 

56 

9.0e-23 

252 

82 

Pisum sativum similarity to SCAMP 3 7 (psam2) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



36845 

LIB3056-007-Q1-N1-B3 

BLASTX 

g3941289 

208 

3.0e-17 

118 

49 

(AF018093) similarity to SCAMP37 [Pisum sativum] 
36846 

LIB3056-007-Q1-N1-C2 

BLASTX 

g3805962 

178 

4.0e-13 

111 

38 

(Y13772) laccase [Populus balsamifera subsp. tricHocarpa] 
36847 

LIB3056-007-Q1-N1-C7 

BLASTN 

g457569 

102 

4.0e-50 

278 

84 

Soybean mRNA for endo-xyloglucan transferase, partial cds 
36848 

LIB3056-007-Q1-N1-D6 

BLASTX 

g3395440 

324 

4.0e-30 

121 



5640 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



45 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
36849 

LIB3056-007-Q1-N1-E11 

BLASTN 

g849135 

36 

9.0e-ll 

48 

94 

Vigna radiata vacuolar H+-ATPase subunit A mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36850 

LIB3056-007-Q1-N1-F7 

BLASTX 

g2160166 

142 

2.0e-14 
99 
47 

(AC000132) No 



definition line found [Arabidopsis thaliana] 



36851 

LIB3056-007-Q1-N1-G11 

BLASTX 

gl076670 

216 

1.0e-17 

73 

64 

NADH dehydrogenase (EC 1.6.99.3) - potato 
>gi_668985_emb_CAA59062_ (X84319) NADH dehydrogenase 
[Solanum tuberosum] 



Seq. No. 


36852 


Seq. ID 


LIB3056-007-Q1-N1-G6 


Method 


BLASTX 


NCBI GI 


g2583118 


BLAST score 


227 


E value 


9.0e-19 


Match length 


75 


% identity 


63 


NCBI Description 


(AC002387) hypotheti 


Seq. No. 


36853 


Seq. ID 


LIB3056-008-Q1-N1-A1 


Method 


BLASTX 


NCBI GI 


g505136 


BLAST score 


262 


E value 


8.0e-23 


Match length 


90 


% identity 


58 


NCBI Description 


(D30794) ferredoxin 


Seq. No. 


36854 



5641 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3056-008-Q1-N1-B10 

BLASTX 

g4512699 

152 

6.0e-10 

41 

66 

(AC006569) putative NADH-ubiquinone oxireductase 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36855 

LIB3056-008-Q1-N1-B6 

BLASTX 

g3913425 

542 

9.0e-56 

114 

93 

PUTATIVE 
HELICASE 



PRE-MRNA SPLICING FACTOR ATP-DEPENDENT RNA 
>gi 2275203 (AC002337) RNA helicase isolog 



[Arabidopsis thaliana] 



Seq. No. 


36856 


Seq. ID 


LIB3056-008-Q1-N1-C11 


L It; uilv/xJ. 


Xj-LLTiQ 1 /V 


NCBI GI 


g4490297 


BLAST score 


227 


E value 


8.0e-19 


Match length 


115 


% identity 


48 


NCBI Description 


(AL035678) putative protein 


Seq. No. 


36857 


Seq. ID 


LIB3056-008-Q1-N1-E1 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


132 


E value 


5.0e-68 


Match length 


332 


% identity 


85 


NCBI Description 


Bean pod mottle virus coat 




complete middle component ( 


Seq. No. 


36858 


Seq. ID 


LIB3056-008-Q1-N1-E9 


Method 


BLASTX 


NCBI GI 


g4567250 


BLAST score 


194 


E value 


7.0e-15 


Match length 


86 


% identity 


47 


NCBI Description 


(AC007070) hypothetical pro 


Seq. No. 


36859 


Seq. ID 


LIB3056-008-Q1-N1-G1 


Method 


BLASTX 


NCBI GI 


g3511223 



complete cds, 



RNA 



[Arabidopsis thaliana] 



5642 



BLAST score 


162 


Jit VdlUc 


4 . Oe-ll 


L v la.T-Ull XcliyLIl 


41 


9- t /■Jan'!" i "Htt 

? luenLiLy 


76 




(AF069528) plant adhesion 


C £>, "M/-^ 
IN O . 


36860 




LIB3056-008-Q1-N1-G11 






NCBI GI 


g473216 


BLAST score 


39 - 


Hi V ctJ. U. 


7 . Oe-13 


ftA --1 4— /-1 Vi 1 £n i"i it4— Vi 

ixiaton Itiliy LI1 


87 








P. sativum (little marvel) 


beq. WO. 


JyOui 




LIB3056-008-Q1-N1-H4 


Mof Vif-sH 


BLASTN 


1N\-^D-L V3X 


gl009206 


BLAST score 


45 


E value 


4.0e-16 


Matzcn lengrn 




■5 laerrcixy 


1 no 


NCBI Description 


l v i_LvJ UdX. Lid i^UialiCllOiO aujjx 






beq. NO. 




Seq. ID 


LIB3056-009-Q1-N1-B3 


Method 


BLASTX 


NCBI GI 


g3121825 


BLAST score 


368 


E value 


3.0e-35 


Match length 


131 



HSC71.0 mRNA 



% identity 

NCBI Description 



62 

2-CYS PEROXIREDOXIN BAS1 PRECURSOR (THIOL-SPECIFIC 
ANTIOXIDANT PROTEIN) >gi_14 98247_emb_CAA63910_ (X94219) 
basl protein [Spinacia oleracea] 



Seq. No. 


36863 


Seq. ID 


LIB3056-009-Q1-N1-B4 


Method 


BLASTX 


NCBI GI 


g571484 


BLAST score 


183 


E value 


7.0e-14 


Match length 


70 


% identity 


57 


NCBI Description 


(U16727) peroxidase precursor 


Seq. No. 


36864 


Seq. ID 


LIB3056-009-Q1-N1-C10 


Method 


BLASTX 


NCBI GI 


g2789434 


BLAST score 


286 


E value 


1.0e-25 


Match length 


72 


% identity 


71 



[Medicago truncatula] 



5643 



NCBI Description (AB001389) CLB1 [Lycopersicon esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36865 

LIB3056-009-Q1-N1-D1 

BLASTX 

g4572674 

143 

7.0e-09 

32 

84 

(AC006954) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36866 

LIB3056-009-Q1-N1-E11 

BLAST N 

g56539 

49 

1.0e-18 

139 
88 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36867 

LIB3056-009-Q1-N1-E2 

BLASTX 

g!26959 

198 

6.0e-16 

64 

64 

TONOPLAST INTRINSIC PROTEIN, ROOT-SPECIFIC RB7-5A (RT-TIP) 

>gi 82192_pir JQ1011 TobRB7-5A protein - common tobacco 

>gi _ 100371_pir S13719 probable membrane channel protein - 

common tobacco >gi_20011_emb_CAA38 634_ (X54855) possible 
membrane channel protein [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36868 

LIB3056-009-Q1-N1-E3 

BLASTX 

g3158474 

388 

1.0e-37 

97 

75 

( AFO 67184) aquaporin 



1 [Samanea saman] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36869 

LIB3056-009-Q1-N1-E9 

BLASTX 

g2344901 

390 

4.0e-38 

85 
84 

(AC002388) serine/threonine protein kinase isolog 



5644 



[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36870 

LIB3056-009-Q1-N1-F4 

BLASTN 

g56539 

43 

2.0e-15 

103 
85 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36871 

LIB3056-009-Q1-N1-G3 

BLASTX 

g3395424 

184 

6.0e-14 

90 
44 

(AC004683) hypothetical protein [Arabidopsis thaliana] 
>gi_378 6024 (AC0054 99) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36872 

LIB3056-009-Q1-N1-G7 

BLASTN 

g347454 

162 

6.0e-86 

336 

46 

Soybean hydroxyproline-rich glycoprotein (sbHRGP2) mRNA, 3' 
end 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36873 

LIB3056-009-Q1-N1-H12 

BLASTN 

g467551 

294 

1.0e-165 

330 

97 

Soybean mRNA for phosphoenolpyruvate carboxylase 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36874 

LIB3056-010-Q1-N1-D11 

BLASTX 

g2827665 

316 

4.0e-29 

129 

52 

(AL021637) vacuolar sorting receptor-like protein 
[Arabidopsis thaliana] 



5645 



CI 



Sea. No. 


36875 


Sea ID 


LIB3056-010-Q1-N1-G12 


Method 


BLASTX 


NCBI GI 


gl709970 




215 


IT 1 IIP 
J_j V d. -L U.C 


3.0e-17 




55 


% \ dpnt i 1" v 


78 


NPRT npcjrriDtion 


6_0S RIBOSOMAL PROTEIN L10A 


Sea No. 


36876 




LIB3056-011-Q1-N1-D1 


Method 


BLASTX 


NCBI GI 


g439493 


"RTZXQT crnrp 
DLnOi ouui c 


161 


TT rra 1 110 


4 . Oe-11 


—1 +- 1-1 Vi 1 ciTi rr"t~ H 


60 


S; -i Hpnt 1 t V 


63 


NPRT Df^^or int ion 

L\ \*r LJ -L i-* C O J L. -I- ull 


(D26086) zinc-finger protein 


Sea. No. 


36877 


Seq. ID 


LIB3056-011-Q1-N1-H12 


Method 


BLASTN 


NCBI GI 


g456713 




122 


Cj ValUc 


2 _ Oe-62 


]yj,at.cn leiigLii 


170 


& t Hon ~\~ 1 +■ 17 
t> lucULxLy 


26 


iNL^DJ. L/cbLI -LLJ L.-HJ11 


vrine max aene for ubiauit. 


OCU • Vi \J . 


36878 


Q orr t pi 
OGCJ. J.JJ 


LIB3056-011-Q1-N1-H2 


Method 


BLASTX 


NCBI GI 


g2244806 




203 


Jit ValUc 


3.0e-16 


ixiarcn lengLii 




% *i Hprtt" i t v 


66 




(Z97336) hypothetical protei 


Spct. No. 


36879 


Con Tpi 


LIB3056-012-Q1-N1-B9 


Mo+* nr^H 


BLASTX 


NCBI GI 


gl572819 


BLAST score 


197 


JCj Value 


3. Oe-15 




107 


9- t /-J ^ r^i 4- -i -I- tt 

-6 luentiLy 


4^ 
*± j 




(U70855) similar to the RAS 




0 1 orr^ n *^ 1 


Seq. No. 


36880 


Seq. ID 


LIB3056-012-Q1-N1-D2 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


132 



5646 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST ^ score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-68 

324 

85 

G.max tefSl gene for elongation factor EF-la 
36881 

LIB3056-012-Q1-N1-D4 

BLASTX 

g2117937 

383 

5.0e-37 

81 

89 

UTP — glucose-l-phosphate uridylyltransf erase (EC 2,7.7,9) 
barley >gi_1212996_emb_CAA62689_ (X91347) UDP-glucose 
pyrophosphorylase [Hordeum vulgare] 

36882 

LIB3056-012-Q1-N1-E3 

BLASTX 

g2493129 

199 

1.0e-15 

78 

60 

VACUOLAR ATP SYNTHASE SUBUNIT B ISOFORM 1 (V-ATPASE B 
SUBUNIT) >gi_459198 (U07052) vacuolar H+-ATPase subunit B 
[Gossypium hirsutum] 



Seq. No. 


36883 


Seq. ID 


LIB3056-012-Q1-N1-E9 


Method 


BLASTX 


NCBI GI 


gl946359 


BLAST score 


186 


E value 


5.0e-14 


Match length 


93 


% identity 


46 


NCBI Description 


(U93215) unknown protein 


Seq. No. 


36884 


Seq. ID 


LIB3056-012-Q1-N1-G9 


Method 


BLASTX 


NCBI GI 


gl23601 


BLAST score 


458 


E value 


8.0e-46 


Match length 


138 


% identity 


64 


NCBI Description 


HEAT SHOCK 70 KD PROTEIN 



>gi_99913_pir S14992 heat shock 

protein, 70K - soybean >gi_18663_emb_CAA44620_ (X62799) 
Heat Shock 70kD protein [Glycine max] 

Seq. No. 36885 

Seq. ID LIB3056-012-Q1-N1-H5 

Method BLASTN 

NCBI GI g555615 

BLAST score 80 

E value 5.0e-37 



5647 



Match length 264 
% identity 83 

NCBI Description Glycine max Mandarin 
complete cds 



cytokinin induced message (ciml) mRNA, 



Seq. No. 36886 

Seq. ID LIB3056-013-Q1-N1-B10 

Method BLASTX 

NCBI GI gl272349 

BLAST score 240 

E value 3.0e-20 

Match length 116 

% identity 44 

NCBI Description (U51740) secreted glycoprotein 3 [Ipomoea tnfida] 
36887 

LIB3056-013-Q1-N1-C8 
BLASTX 
g3355480 
208 

2.0e-16 

107 
41 

(AC004218) Medicago nodulin N21-like protein [Arabxdopsis 
thaliana] 

Seq. No. 36888 

Seq. ID LIB3056-013-Q1-N1-G6 

Method BLASTX 

NCBI GI g2598597 

BLAST score 14 6 

E value 3.0e-09 

Match length 45 

% identity 58 

NCBI Description (Y15371) MtN5 [Medicago truncatula] 

Seq. No. 36889 

Seq. ID LIB3056-013-Q1-N1-H9 

Method BLASTN 

NCBI GI g56539 

BLAST score 54 

E value 2.0e-21 

Match length 201 

% identity 86 

NCBI Description R.norvegicus gene encoding prolactin, exon 5 

>gi_206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 36890 

Seq. ID LIB3056-014-Q1-N1-B7 

Method BLASTX 

NCBI GI g2809246 

BLAST score 341 

E value 3.0e-32 

Match length 105 

% identity 64 

NCBI Description (AC002560) F2401.15 [Arabidopsis thaliana] 



5648 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36891 

LIB3056-014-Q1-N1-C12 

BLASTX 

g3273764 

157 

1.0e-10 

89 
42 

(AF061870) 
annuus ] 



Dc3 promoter-binding factor-3 [Helianthus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



36892 

LIB3056-014-Q1-N1-C2 

BLASTX 

g3249095 

237 

4.0e-20 

83 
57 

(AC003114) Contains similarity to dihydrofolate reductase 
(dfrl) gb__L13703 from Schizosaccharomyces pombe, ESTs 
gb_N37567 and gb_T43002 come from this gene. [Arabidopsis 
thaliana] 

36893 

LIB3056-014-Q1-N1-F3 

BLASTX 

g416731 

184 

9.0e-14 

89 
40 

POLLEN SPECIFIC PROTEIN C13 PRECURSOR >gi_82655_pir JQ1107 

18. 3K protein precursor, pollen - maize 

>gi_255569_bbs_113677 (S44171) pollen specific protein [Zea 
mays=corn, Peptide, 170 aa] [Zea mays] 
>gi_1588669_prf 2209273A Zml3 [Zea mays] 

36894 

LIB3056-014-Q1-N1-G10 

BLASTX 

gll3603 

246 

3.0e-21 

95 

52 

THIOL PROTEASE ALEURAIN PRECURSOR >gi_19021_emb_CAA28804_ 
(X05167) aleurain [Hordeum vulgare] 

36895 

LIB3065-001-Q1-N1-A6 

BLASTX 

g2244754 

223 

2.0e-18 
75 



5649 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



55 

(Z97335) heat shock transcription factor homolog 
[Arabidopsis thaliana] 

36896 

LIB3065-001-Q1-N1-C12 

BLASTX 

g3550661 

192 

5.0e-15 

83 

46 

(AJ001310) 39 kDa EF-Hand containing protein [Solanum 
tuberosum] 

36897 

LIB3065-001-Q1-N1-C4 

BLASTN 

g56539 

72 

3.0e-32 

250 

91 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 

36898 

LIB3065-001-Q1-N1-F8 

BLASTX 

gl35535 

237 

3.0e-20 

63 
83 

T-COMPLEX PROTEIN 1, ALPHA SUBUNIT 
(CCT-ALPHA) >gi_322602_pir JN0448 

Tcp-1 - Arabidopsis thaliana >gi_217871_dbj_BAA01955_ 
(D11351) t- complex polypeptide 1 homologue [Arabidopsis 
thaliana] >gi_2326265_dbj_BAA21772_ (D11352) CCT 
alpha/TCP-1 [Arabidopsis thaliana] 



(TCP-1-ALPHA) 
t-complex polypeptide 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36899 

LIB3065-002-Q1-N1-B1 

BLASTN 

g56539 

95 

5.0e-46 

276 

95 

R.norvegicus gene encoding prolactin, ■ exon 5 
>gi_206360_gb_J00764__RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 
Method 



36900 

LIB3065-002-Q1-N1-B3 
BLASTN 



5650 



NCBI - GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



V 

g56539 
39 

1.0e-12 

246 
87 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36901 

LIB3065-002-Q1-N1-C3 

BLAST N 

g2760361 

42 

2.0e-14 

74 
89 

Arabidopsis thaliana 15.9 kDa subunit of RNA polymerase II 
(RPB15.9) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36902 

LIB3065-002-Q1-N1-C6 

BLASTN 

gl70009 

116 

1.0e-58 

196 

90 

Soybean late embryogenesis abundant 
complete cds 



(LEA) protein mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

I identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36903 

LIB3065-002-Q1-N1-D4 

BLASTN 

gl8769 

222 

1.0e-122 

270 
96 

G.max mRNA Ti-a for Kunitz trypsin inhibitor subtype A 
36904 

LIB3065-002-Q1-N1-D5 

BLASTN 

g56539 

78 

7.0e-36 

98 

95 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



36905 

LIB3065-002-Q1-N1-E11 

BLASTN 

gl69972 



5651 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



85 

4.0e-40 

273 

83 

Soybean glycinin A-la-B-x subunit mRNA, complete cds 
36906 

LIB3065-002-Q1-N1-E7 

BLASTX 

g3695393 

186 

5.0e-14 

112 
44 

(AF096371) 
proteases 
thaliana] 



contains similarity to retroviral aspartyl 
Pfam: rvp.hmm, score; 11.80) [Arabidopsis 



36907 

LIB3065-002-Q1-N1-H12 

BLASTX 

gl38364 

196 

1.0e-28 

97 

70 

GENOME POLYPROTEIN M (CONTAINS: COAT PROTEIN VP37; COAT 

PROTEIN VP23) >gi_75639__pir GNWXG7 genome polyprotein M 

bean pod mottle virus (strain Kentucky G7) >gi_210812 
(M62738) coat protein [Bean pod mottle virus] 

36908 

LIB3065-003-Q1-N1-A7 

BLASTN 

g256634 

233 

1.0e-128 

396 

45 

KTil=Kunitz trypsin inhibitor KTil, KTi2=Kunitz trypsin 
inhibitor KTi2 [soybeans, Genomic, 3269 nt] 

36909 

LIB3065-003-Q1-N1-B9 

BLASTN 

g206371 

98 

1.0e-47 

257 
96 

Rat (Sprague-Dawley) prolactin geneiexons IV, V and flanks 
36910 

LIB3065-003-Q1-N1-D4 

BLASTN 

g56539 

87 



5652 



© 



E value 
Match length 
% identity 
NCBI Description 



3.0e-41 

310 
94 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb__J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36911 

LIB3065-003-Q1-N1-D8 

BLASTN 

gl8535 

151 

1.0e-79 

203 
94 

Soybean mRNA for the alpha subunit of beta-conglycinin 
36912 

LIB3065-003-Q1-N1-F1 

BLASTN 

g56539 

76 

1.0e-34 

104 
94 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36913 

LIB3065-003-Q1-N1-G11 

BLASTN 

g2052028 

51 

8.0e-20 

147 

84 

G.max mRNA for glutathione transferase 
36914 

LIB3065-003-Q1-N1-H9 

BLASTN 

g56539 

87 

3.0e-41 

271 

93 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



36915 

LIB3065-004-Q1-N1-B5 

BLASTN 

g56539 

65 

3.0e-28 



5653 



Match length 215 
% identity 92 

NCBI Description R.norvegicus gene encoding prolactin, exon 5 

>gi_206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36916 

LIB3065-004-Q1-N1-D7 

BLASTN 

g!69972 

124~ 

2.0e-63 

276 

87 

Soybean glycinin A-la-B-x subunit mRNA, complete cds 
36917 

LIB3065-004-Q1-N1-E11 

BLASTN 

gl70007 

204 

l.Oe-111 

336 

90 

Soybean 18 kD late embryogenesis abundant (Lea) protein 
mRNA, complete cds 

36918 

LIB3065-004-Q1-N1-G5 

BLASTN 

gll99562 

74 

1.0e-33 

150 

88 

Glycine max 34 kDa maturing seed vacuolar thiol protease 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36919 

LIB3065-004-Q1-N1-H10 

BLASTN 

g256426 

287 

1.0e-160 

344 
95 

CG4 beta-conglycinin [soybeans, 
3840 nt] 



Forrest and Dare, Genomic, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



36920 

LIB3065-005-Q1-N1-B11 

BLASTN 

g2618603 

48 

6.0e-18 

64 

94 



5654 




NCBI Description Arabidopsis thaliana genomic DNA, chromosome 5, PI clone: 
MSL3, complete sequence [Arabidopsis thaliana] 



Seq. No. 


36921 


Seq. ID 


LIB3065-005-Q1-N1-C12 


Method 


T*\ -r TV O m VI 

BLASTN 


NCBI GI 


gl8764 


BLAST score 


175 


E value 


9. Oe-94 


Match length 


359 


% identity 


87 


NCBI Description 


G.max tefSl gene for elongation factor EF-la 


Seq. No. 


36922 


Seq. ID 


LIB3065-005-Q1-N1-D12 


Method 


BLASTX 


NCBI GI 


g2792220 


BLAST score 


151 


E value 


8 . Oe-10 


Match length 


122 


% identity 


41 


NCBI Description 


(AF032688) NBS-LRR type resistance protein [Oryza 


Seq. No. 


36923 


Seq. ID 


LIB3065-005-Q1-N1-E2 


Method 


BLASTX 


NCBI GI 


g3668092 


BLAST score 


499 


E value 


1.0e-50 


Match length 


132 


% identity 


70 


NCBI Description 


(AC004667) unknown protein [Arabidopsis thaliana] 


Seq. No. 


36924 


Seq. ID 


LIB3065-005-Q1-N1-E5 


Method 


BLASTX 


NCBI GI 


g3461820 


BLAST score 


156 


E value 


2. Oe-10 


Match length 


68 


% identity 


51 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 


Seq. No. 


36925 


Seq. ID 


LIB3065-006-Q1-N1-B8 


Method 


BLASTN 


NCBI GI 


gll65321 


BLAST score 


66 


E value 


7 . Oe-29 


Match length 


182 


% identity 


54 


NCBI Description 


Glycine max extensin (SbHRGP3) gene, complete cds 


Seq. No. 


36926 


Seq. ID 


LIB3065-006-Q1-N1-H11 


Method 


BLASTX 


NCBI GI 


g3980405 



5655 



BLAST score 192 
E value 9.0e-15 
Match length 7 6 

% identity 53 
NCBI Description (AC004561) putative tropinone reductase [Arabidopsi 
thaliana] 




Seq. No. 36927 

Seq. ID LIB3065-006-Q1-N1-H8 

Method BLASTX 

NCBI GI g3413423 

BLAST score 267 

E value 2.0e-23 

Match length 93 

% identity 53 , , . 

NCBI Description (AJ006309) hypothetical protein [Arabidopsis thaliana] 

36928 

LIB3065-007-Q1-N1-A4 
BLASTN 
g476215 
426 

0.0e+00 
458 

Glycine max Century 84 p24 oleosin isoform B gene, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 36929 

Seq. ID LIB3065-007-Q1-N1-C2 

Method BLASTX 

NCBI GI g2493047 

BLAST score 277 

E value 1.0e-24 

Match length 105 

% identity 61 

NCBI Description ATP SYNTHASE DELTA' CHAIN, MITOCHONDRIAL PRECURSOR 

>gi_294087 (L13320) Fl-ATPase delta-prime subunit [Pisum 
sativum] 

Seq. No. 36930 

Seq. ID LIB3065-007-Q1-N1-E2 

Method BLASTN 

NCBI GI g497119 

BLAST score 183 

E value 2.0e-98 

Match length 335 

% identity 89 

NCBI Description Pisum sativum monodehydroascorbate reductase mRNA, complete 
cds 

Seq. No. 36931 

Seq. ID LIB3065-007-Q1-N1-E3 

Method BLASTX 

NCBI GI g633890 

BLAST score 295 

E value 1.0e-26 



5656 



Match length 7 6 

% identity 74 

NCBI Description (S72926) glucose and 
vulgare] 



ribitol dehydrogenase homolog [ Horde um 



Seq. No. 36932 

Seq. ID LIB3065-008-Q1-N1-B1 

Method BLASTN 

NCBI GI gl053215 

BLAST score 363 

E value 0.0e+00 

Match length 438 

% identity 96 

NCBI Description Glycine max chlorophyll a/b-binding protein (cab3) mRNA 
nuclear gene encoding chloroplast protein, complete cds 

Seq. No. 36933 

Seq. ID LIB3065-008-Q1-N1-E1 

Method BLASTX 

NCBI GI g4049353 

BLAST score 400 

E value 5.0e-39 

Match length 116 

% identity 61 

NCBI Description (AL034567) putative protein [Arabidopsis thaliana] 

Seq. No. ^ 36934 

Seq. ID LIB3065-008-Q1-N1-H2 

Method BLASTX 

NCBI GI g4204297 

BLAST score 324 

E value 4.0e-30 

Match length 90 

% identity 67 

NCBI Description (AC003027) ADK1 [Arabidopsis thaliana] 
36935 

LIB3065-009-Q1-N1-C10 
BLASTX 
g541943 
197 

3.0e-15 

50 
72 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 36936 

Seq. ID LIB3065-009-Q1-N1-D3 

Method BLASTN 

NCBI GI g!69964 

BLAST score 140 

E value 8.0e-73 

Match length 330 

% identity 87 

NCBI Description Soybean glutathione reductase (GR) mRNA, complete 



5657 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36937 

LIB3065-009-Q1-N1-E11 

BLASTX 

g4309918 

257 

3.0e-22 

122 

45 

(AC006153) similar to Aquifex aeolicus GTP-bmdmg protein; 
similar to AE000771 (PIDrg2984292 ) [Homo sapiens] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36938 

LIB3065-010-Q1-N1-A10 

BLASTX 

g2642213 

206 

2.0e-16 

69 

59 

(AF030385) nitrate-induced NOI protein [Zea mays] 
>gi_2895781 (AF045033) nitrate-induced NOI protein [Zea 
mays] 



.Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36939 

LIB3065-010-Q1-N1-A6 
BLASTN 
g829118 
185 

1.0e-99 
360 
88 

P. vulgaris gene for cyclophilin 
36940 

LIB3065-010-Q1-N1-B9 
BLASTX 
g730463 
266 

2.0e-23 
91 
54 

60S RIBOSOMAL PROTEIN L37B (YL37) (RP4 7) 
>gi_630323_pir S44069 ribosomal protein L35a.e.cl5 - yeast 

(Saccharomyces cerevisiae) >gi_484241 (L23923) ribosomal 
protein L37 [Saccharomyces cerevisiae] 
>gi_1420537_emb_CAA99454__ (Z75142) ORF YOR234c 

[Saccharomyces cerevisiae] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36941 

LIB3065-010-Q1-N1-D2 

BLASTN 

g310575 

174 

3.0e-93 

312 

89 

Glycine max nodulin-26 mRNA, complete cds 



5658 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36942 

LIB3065-010-Q1-N1-E2 

BLASTX 

g4580469 

187 

4.0e-14 

68 
50 

(AC006081) 
thaliana] 



putative zinc finger protein [Arabidopsis 



Seq. No. 




Seq. ID 


LIB3065-010-Q1-N1-F2 


Method 


BLASTN 


NCBI GI 


g4DD / 1j 


BLAST score 




E value 


1 . ue-114 


Match length 


Joy 


% identity 


o c 
03 


NCBI Description 


biycine inax gen© ioi u.L>i4 | - i - L| -- Lii f oum^j-c ^^-^ 


Seq. No. 


36944 


Seq. ID 


LIB3065-010-Q1-N1-G8 


Method 


BLASTX 


NCBI GI 


goo4144o 


BLAST score 


3ol 


E value 


8 . Oe-37 


Match length 




% identity 


61 


NCBI Description 


(AJ^ZjU / 4 y aClu pnu o px let L dots L uJ.yu±nc iucl^j 


Seq. No. 


36945 


Seq* 1U 




Method 


BLASTN 


NCBI GI 


g516853 


BLAST score 


188 


E value 


1.0e-101 


Match length 


324 


% identity 


32 


NCBI Description 


Soybean SUBI-2 gene for ubiquitin, complete cds 


Seq. No. 


36946 


Seq. ID 


LIB3065-011-Q1-N1-B6 


Method 


BLASTN 


NCBI GI 


gl498341 


BLAST score 


59 


E value 


2.0e-24 


Match length 


126 


% identity 


87 


NCBI Description 


Glycine max act in (Soyll7) gene, partial cds 



Seq. No. 36947 

Seq. ID LIB3065-011-Q1-N1-B7 

Method BLASTX 

NCBI GI g4415942 

BLAST score 365 



5659 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-35 
114 

(AC006418) hypothetical protein [Arabidopsis thaliana] 
36948 

LIB3065-011-Q1-N1-C3 

BLASTX 

g4006878 

135 

3.0e-14 

101 
48 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
36949 

LIB3065-011-Q1-N1-G2 

BLASTN 

g!694899 

54 

1.0e-21 

138 

85 

P. sativum mRNA for Copl protein 
36950 

LIB3065-011-Q1-N1-H6 

BLASTX 

g4406539 

192 

1.0e-14 

100 

42 

(AF127804) ascorbate peroxidase [Glycine max] 
36951 

LIB3065-012-Q1-N1-C6 

BLASTN 

gl8551 

324 

0.0e+00 

400 

95 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

36952 

LIB3065-012-Q1-N1-F4 

BLASTN 

g210811 

124 

3.0e-63 

324 

85 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



5660 




Seq. No. 


36953 


Seq. ID 


LIB3065-013-Q1-N1-B12 


Method 


BLASTX 


NCBI GI 


g3258635 


BLAST score 


357 


E value 


7.0e-34 


Match length 


130 


% identity 


54 


NCBI Description 


(AF041049) 4-coumarate:CoA ligase [Populus t r emu lo ides] 


Seq. No. 


36954 


Seq. ID 


LIB3065-013-Q1-N1-C1 


Method 


BLASTX 


NCBI GI 


g401189 


BLAST score 


166 


E value 


4.0e-12 


Match lencrth 


58 


% identity 


62 


NCBI Description 


WATER- STRESS INDUCED TONOPLAST INTRINSIC PROTEIN (WSI-TIP) 




(TURGOR-RESPONSIVE PROTEIN 7A) >gi_485511_pir S33617 




trg-31 protein - garden pea >gi 20426 emb CAA79159 




(Z18288) trg-31 [Pisum sativum] 


Seq. No. 


36955 


Seq. ID 


LIB3065-013-Q1-N1-D7 


Method 


BLASTX 


NCBI GI 


g2209087 


BLAST score 


143 


E value 


5.0e-09 


Match length 


68 


% identity 


43 


NCBI Description 


(AF000309) putative serine/threonine kinase [Colletotrichui 




1 indemuthianum] 


Seq. No. 


36956 


Seq. ID 


LIB3065-013-Q1-N1-H7 


Method 


BLASTN 


NCBI GI 


a4115338 


BLAST score 


86 


E value 


4.0e-41 


Match length 


106 


% identity 


35 


NCBI Description 


Pisum sativum (Alaska) ubuquitin (PUB4) gene, complete cds 


Seq. No. 


36957 


Seq. ID 


LIB3065-013-Q1-N1-H9 


Method 


BLASTX 


NCBI GI 


g!174613 


BLAST score 


162 


E value 


3.0e-ll 


Match length 


70 


% identity 


41 


NCBI Description 


26S PROTEASE REGULATORY SUBUNIT 6A HOMOLOG (TAT-BINDING 



PROTEIN HOMOLOG 1) (TBP-1) >gi_55 65 60_db j_BAA04 614_ 
(D17788) rice homologue of Tat binding protein [Oryza 
sativa] 



5661 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36958 

LIB3065-014-Q1-N1-A3 

BLASTX 

g2213867 

454 

2.0e-45 

104 

84 

(AF003124) fructose-biphosphate aldolase [Mesembryanthemum 
crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36959 

LIB3065-014-Q1-N1-A4 

BLASTX 

g4567235 

328 

6.0e-31 

86 
65 

(AC007119) putative phosphatidylinositol/phophatidyl choline 
transfer protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36960 

LIB3065-014-Q1-N1-B8 

BLASTN 

g!8551 

161 

1.0e-85 

213 

94 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

36961 

LIB3065-014-Q1-N1-C10 

BLASTN 

g2213870 

50 

4.0e-19 

126 

85 

Mesembryanthemum crystallinum poly (A) -binding protein mRNA, 
partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



36962 

LIB3065-014-Q1-N1-C5 

BLASTN 

gl518539 

121 

1.0e-61 

213 

89 

Glycine max UDP-glucose dehydrogenase mRNA, 
36963 

LIB3065-014-Q1-N1-E7 
BLASTX 



complete cds 



5662 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

TCCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g2829911 
178 

1.0e-13 

50 

68 

(AC002291) Unknown protein [Arabidopsis thaliana] 
36964 

LIB3065-015-Q1-N1-A10 

BLASTN 

gl8535 

268 

1.0e-149 

276 

99 

Soybean mRNA for the alpha subunit of beta-conglycinin 
36965 

LIB3065-015-Q1-N1-G1 

BLASTN 

gl!99562 

244 

1.0e-135 

299 

99 

Glycine max 34 kDa maturing seed vacuolar thiol protease 
mRNA, complete cds 

36966 

LIB3065-016-Q1-N1-B2 

BLASTN 

g56539 

59 

1.0e-24 

289 

89 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J007 64_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



36967 

LIB3065-016-Q1-N1-B6 

BLASTN 

g944829 

37 

7.0e-12 

120 

84 

G.max mRNA for 24 kDa oleosin isoform (clone P24/91) 
36968 

LIB3065-016-Q1-N1-C4 

BLASTX 

g541943 

188 

1.0e-14 
67 



5663 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

metallothionein - soybean >gi_228 682__prf 1808316A 

metallothionein-like protein [Glycine max] 

36969 

LIB3065-016-Q1-N1-E6 

BLASTN 

g210811 

167 

6.0e-89 

370 

87 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 

36970 

LIB3065-017-Q1-N1-A7 

BLASTN 

gl431744 

212 

1.0e-116 

244 
97 

Glycine max sucrose binding protein (sbp) mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36971 

LIB3065-017-Q1-N1-C10 

BLASTN 

gl732555 

148 

6.0e-78 

188 

95 

Glycine max desiccation protective protein LEAS 
mRNA, complete cds 



(Lea5) 



36972 

LIB3065-017-Q1-N1-D7 

BLASTN 

g256634 

77 

3.0e-35 

149 

44 

KTil=Kunitz trypsin inhibitor KTil, KTi2=Kunitz trypsin 
inhibitor KTi2 [soybeans, Genomic, 3269 nt] 

36973 

LIB3065-017-Q1-N1-E5 

BLASTN 

g56539 

42 

2.0e-14 

96 

91 

R.norvegicus gene encoding prolactin, exon 5 



5664 



>gi_206360__gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36974 

LIB3065-017-Q1-N1-G10 

BLAST N 

g311697 

236 

1.0e-130 

244 

38 

G.max Lea protein mRNA, complete CDS 
36975 

LIB3065-017-Q1-N1-G5 

BLASTN 

g56539 

52 

2.0e-20 

271 

86 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 


36976 


Seq. ID 


LIB3065-017-Q1-N1-H2 


Method 


BLASTX 


NCBI GI 


g229707 


BLAST score 


470 


E value 


2.0e-47 


Match length 


106 


% identity 


81 


NCBI Description 


Bean pod mottle virus 


Seq. No. 


36977 


Seq. ID 


LIB3065-018-Q1-N1-B3 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


46 


E value 


8.0e-17 


Match length 


110 


% identity 


85 


NCBI Description 


Bean pod mottle virus 




gene, complete cds 


Seq. No. 


36978 


Seq. ID 


LIB3065-018-Q1-N1-C1 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


51 


E value 


3.0e-20 


Match length 


79 


% identity 


91 


NCBI Description 


Bean pod mottle virus 




gene, complete cds 



5665 



Seq. No. 


36979 


Seq. ID 


LIB3065-018-Q1-N1-E1 


Method 


BLASTX 


NCBI GI 


g4097880 


BLAST score 


181 


E value 


8.0e-14 


Match length 


49 


% identity 


73 


NCBI Description 


(U70866) polyprotein [Bean pod mottle virus] 


Seq. No. 


36980 


Seq. ID 


LIB3065-018-Q1-N1-E6 


Method 


BLASTX 


NCBI GI 


gl515454 


BLAST score 


240 


E value 


2.0e-20 


Match length 


90 


% identity 


61 


NCBI Description 


(U64448) lac repressor [Cloning vector pCMVLacI] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
-E value 
Match length 
% identity 
NCBI Description 



36981 

LIB3065-018-Q1-N1-H10 

BLASTN 

gl70007 

210 

1.0e-115 

282 

94 

Soybean 18 kD late embryogenesis abundant 
iriRNA, complete cds 



(Lea) protein 



Seq. No. 


36982 




Seq. ID 


LIB3065-018- 


Q1-N1-H11 


Method 


BLASTN 




NCBI GI 


g2305019 




BLAST score 


42 




E value 


2.0e-14 




Match length 


207 




% identity 


86 




NCBI Description 


Glycine max 


2S albumin pre-propeptide 


Seq. No. 


36983 




Seq. ID 


LIB3065-018- 


Q1-N1-H5 


Method 


BLASTN 




NCBI GI 


g256428 




BLAST score 


191 




E value 


1.0e-103 




Match length 


335 




% identity 


89 




NCBI Description 


KTi3 (KTi3+) 


-Kunitz trypsin inhibitor 



complete cds 



[soybeans, Dare and 



Forrest, mRNA, 1259 nt] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



36984 

LIB3065-019-Q1-N1-A4 

BLASTN 

g218264 

297 



5666 



E value 
Match length 
% identity 
NCBI Description 



1.0e-166 

312 
99 

Glycine max mRNA for glycinin A2Bla subunit, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36985 

LIB3065-019-Q1-N1-D11 

BLASTN 

gl70023 

100 

3,0e-49 

211 

88 

Glycine max maturation-associated protein 
complete cds 



(MAT 9) mRNA, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



36986 

LIB3065-019-Q1-N1-D4 

BLASTN 

g4097879 



BLAST snore 


169 


E value 


4.0e-90 


Match length 


389 


% identity 


86 


NCBI Description 


Bean pod mottle virus complete 




gene, complete cds 


Seq. No. 


36987 


Seq. ID 


LIB3065-019-Q1-N1-D8 


Method 


BLASTX 


NCBI GI 


g3056602 


BLAST score 


313 


E value 


9.0e-29 


Match length 


86 


% identity 


66 


NCBI Description 


(AC004255) T1F9.23 [Arabidopsis 


Seq. No. 


36988 


Seq. ID 


LIB3065-019-Q1-N1-G5 


Method 


BLASTX 


NCBI GI 


g3451069 


BLAST score 


222 


E value 


4.0e-18 


Match length 


125 


% identity 


40 


NCBI Description 


(AL031326) hypothetical protein 


Seq. No. 


36989 


Seq. ID 


LIB3065-019-Q1-N1-H4 


Method 


BLASTN 


NCBI GI 


g210811 


BLAST score 


61 


E value 


6.0e-26 


Match length 


174 


% identity 


85 


NCBI Description 


Bean pod mottle virus coat prot 



complete cds, 



complete middle component (M) RNA 



5667 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36990 

LIB3065-020-Q1-N1-A11 

BLASTN 

g4097879 

124 

2.0e-63 

332 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36991 

LIB3065-020-Q1-N1-A4 

BLASTN 

g210811 

120 

5.0e-61 

264 

88 

Bean pod mottle virus coat protein gene, complete cds, 
complete middle component (M) RNA 



Seq. No. 


36992 




Seq. ID 


LIB3065- 


■020-Q1-N1-B1 


Method 


BLASTN 




NCBI GI 


g475599 




BLAST score 


40 




E value 


2.0e-13 




Match length 


52 




% identity 


94 




NCBI Description 


Glycine 


max Century 84 BiP 


Seq. No. 


36993 




Seq. ID 


LIB3065- 


-020-Q1-N1-B12 


Method 


BLASTX 




NCBI GI 


g462195 




BLAST score 


282 




E value 


2.0e-25 




Match length 


77 




% identity 


73 




NCBI Description 


PROTEIN 


TRANSLATION FACTOR 



BiP isoform B mRNA, complete cds 



>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190__ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor 
sativa] 



[Oryza 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



36994 

LIB3065-020-Q1-N1-C4 

BLASTN 

g206371 

55 

3.0e-22 

197 

87 

Rat (Sprague-Dawley) prolactin generexons IV, V and flanks 



5668 



Seq. No. 


36995 


Seq. ID 


LIB3065-020-Q1-N1-E12 


Method 


BLASTX 


NCBI GI 


gl657541 


BLAST score 


139 


E value 


1.0e-08 


Match length 


87 


% identity 


44 


NCBI Description 


(U73857) lac repressor [Escherichia coll] 


Seq. No. 


36996 


Seq. ID 


LIB3065-021-Q1-N1-A1 


Method 


BLASTX 


NCBI GI 


g81886 


BLAST score 


185 


E value 


5.0e-20 


Match length 


116 


% identity 


53 


NCBI Description 


tonoplast intrinsic protein alpha - kidney i 


Seq. No. 


36997 


Seq. ID 


LIB3065-021-Q1-N1-B2 


Method 


BLASTN 


NCBI GI 


g4097879 


BLAST score 


178 


E value 


2.0e-95 


Match length 


378 


% identity 


87 


NCBI Description 


Bean pod mottle virus complete segment RNA1 




gene, complete cds 


Seq, No. 


36998 


Seq. ID 


LIB3065-021-Q1-N1-G4 


Method 


BLASTN 


NCBI GI 


gl8535 


BLAST score 


301 


E value 


1.0e-169 


Match length 


305 


% identity 


100 


NCBI Description 


Soybean mRNA for the alpha subunit of beta-. 


Seq. No. 


36999 


Seq. ID 


LIB3065-021-Q1-N1-H6 


Method 


BLASTN 


NCBI GI 


g4191813 


BLAST score 


155 


E value 


7.0e-82 


Match length 


319 


% identity 


87 


NCBI Description 


Glycine max mRNA for alpha 1 subunit of beta' 




complete cds 


Seq. No. 


37000 


Seq. ID 


LIB3065-022-Q1-N1-A6 


Method 


BLASTN 


NCBI GI 


gl8614 


BLAST score 


201 



5669 



E value 
Match length 
% identity 
NCBI Description 



1.0e-109 

336 

91 

Soybean mRNA for glycinin AlaBx precursor 
>gi_2170694_dbj_E02463_EG2463 cDNA encoding glycinine 
subunit AlaBlb precursor 



Seq, No. 


37001 


Seq. ID 


LIB3065-022-Q1-N1-B2 


Method 


BLASTN 


NCBI GI 


gl69928 


BLAST score 


47 


E value 


1.0e-17 


Match length 


115 




ft s 


NCBI Description 


Glycine max alpha 1 -type beta conglycinin 




gene, complete cds, clone ch4A 


Seq. No. 


37002 


Seq. ID 


LIB3065-022-Q1-N1-G3 


Method 


BLASTX 


NCBI GI 


g2832658 


BLAST score 


130 


E value 


1.0e-15 


Match length 




% identity 


83 


NCBI Description 


(AL021710) putative protein [Arabidopsis 


Seq. No. 


37003 


Seq. ID 


LIB3065-022-Q1-N1-G5 


Method 


BLASTX 


NCBI GI 


g3901091 


BLAST score 


319 


E value 


1.0e-29 


Match length 


75 


% identity 


68 


NCBI Description 


(AJ006305) arbuscular mycorrhiza protein 


Seq. No. 


37004 


Seq. ID 


LIB3065-023-Q1-N1-B2 


Method 


BLASTX 


NCBI GI 


gll5797 


BLAST score 


218 


E value 


9.0e-18 


Match length 


105 


% identity 


42 


NCBI Description 


CHLOROPHYLL A-B BINDING PROTEIN OF LHCII 



?E II PRECURSOR 

(CAB-215) (LHCP) >gi_100026_pir S16592 chlorophyll 

a/b-binding protein - garden pea >gi__20658__emb_CAA40365_ 
(X57082) chlorophyll a/b-binding protein [Pisum sativum] 

Seq. No. 37005 

Seq. ID LIB3065-023-Q1-N1-E2 

Method BLASTN 

NCBI GI g56539 

BLAST score 47 

E value 2.0e-17 



5670 



Match length 

% identity 

NCBI Description 



248 
88 

R.norvegicus gene encoding prolactin, exon 5 
>gi_206360_gb_J00764_RATPRLHR5 Rat (hooded) prolactin gene 
: exon v and flanks 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



37006 

LIB3065-023-Q1-N1-E4 

BLASTX 

g!679658 

268 

2.0e-23 

129 
47 

(U63726) gamma glutamyl hydrolase [Glycine max] 
37007 

LIB3065-023-Q1-N1-E6 

BLASTN 

gl8628 

176 

2.0e-94 

268 

91 

Soybean mRNA for A5A4B3 subunits of glycinin 
>gi_2170692_dbj_E02461_E02461 cDNA encoding glycinine 
subunit A5A4B3 precursor 

37008 

LIB3065-023-Q1-N1-F7 

BLASTX 

gl21282 

172 

2.0e-12 

103 

43 

BETA-CONGLYCININ, BETA CHAIN PRECURSOR 

>gi_72290j>ir FWSYCB beta-conglycinin beta chain - soybean 

>gi_256427_bbs_114632 (S44893) CG4 beta-conglycinin 
[soybeans, Forrest and Dare, Peptide, 439 aa] [Glycine max] 

37009 

LIB3065-024-Q1-N1-B11 

BLASTX 

g3915826 

421 

2.0e-41 

98 

79 

60S RIBOSOMAL PROTEIN L5 
37010 

LIB3065-024-Q1-N1-H3 

BLASTN 

g736001 

126 

1.0e-64 



5671 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



238 
89 

G.soja (SHI) Gy5 mRNA for glycinin 
37011 

LIB3065-025-Q1-N1-C3 

BLASTN 

g4097879 

115 

4.0e-58 

187 

90 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37012 

LIB3065-025-Q1-N1-C8 

BLASTN 

g476213 

53 

3.0e-21 

171 

82 

Glycine max Century 84 p24 oleosin isoform A gene, 
cds 



complete 



Seq. No. 37013 

Seq. ID LIB3065-025-Q1-N1-C9 

Method BLASTN 

NCBI GI g!685276 

BLAST score 66 

E value 7.0e-29 

Match length 241 

% identity 82 

NCBI Description Assembly vector pN0MAD2, complete genomic sequence 

Seq. No. 37014 

Seq. ID LIB3065-025-Q1-N1-D11 

Method BLASTX 

NCBI GI g3176874 

BLAST score 296 

E value 2.0e-28 

Match length 95 

% identity 65 

NCBI Description (AF065639) cucumisin-like serine protease [Arabidopsis 
thaliana] 

Seq. No. 37015 

Seq. ID LIB3065-025-Q1-N1-D3 

Method BLASTN 

NCBI GI gl69912 

BLAST score 234 

E value 1.0e-129 

Match length 250 

% identity 98 

NCBI Description Glycine max beta-amylase mRNA, complete cds 



5672 



Seq. No. 


37016 


Seq. ID 


LIB3065-025-Q1-N1-D6 


Method 


BLAST N 


NCBI GI 


gl8678 


BLAST score 


94 


E value 


1. Oe-45 


Match length 


169 


% identity 


90 


NCBI Description 


Soybean mRNA for lipoxygenase- 3 (EC 1.13 


Seq. No. 


37017 


Seq. ID 


LIB3065-025-Q1-N1-E7 


Method 


BLASTN 


NCBI GI 


gl401239 


BLAST score 


65 


E value 


2 . 0e-28 


Match length 


133 


% identity 


89 


NCBI Description 


Glycine max 7S seed globulin precursor, : 


Seq. No. 


37018 


Seq. ID 


LIB3065-025-Q1-N1-F7 


Method 


BLASTN 


NCBI GI 


gl8540 


BLAST score 


187 


E value 


1. 0e-101 


Match length 


213 


% identity 


97 


NCBI Description 


G.max BBI mRNA for proteinase inhibitor 


Seq. No. 


37019 


Seq. ID 


LIB3065-025-Q1-N1-G4 


Method 


BLASTN 


NCBI GI 


g56539 


BLAST score 


95 


E value 


4.0e-46 


Match length 


155 


% identity 


95 


NCBI Description 


R.norvegicus gene encoding prolactin, ex 



mRNA, complete cds 



>gi_206360__gb_J00764_RATPRLHR5 Rat 
: exon v and flanks 



(hooded) prolactin gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37020 

LIB3065-025-Q1-N1-H3 

BLASTN 

g4097879 

93 

7. Oe-45 

249 

84 

Bean pod mottle virus complete segment RNA1 polyprotein 
gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



37021 

LIB3065-026-Q1-N1-A3 

BLASTX 

g4097880 



5673 



© 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



293 

9.0e-27 

77 

77 

(U70866) polyprotein [Bean pod mottle virus] 
37022 

LIB3065-026-Q1-N1-A5 

BLASTX 

g4097880 

567 

1.0e-58 

138 

81 

(U708 66) polyprotein [Bean pod mottle virus] 
37023 

LIB3065-026-Q1-N1-D2 

BLASTN 

gl69972 

407 

0.0e+00 

407 

100 

Soybean glycinin A-la-B-x subunit mRNA, complete cds 
37024 

LIB3065-026-Q1-N1-H4 

BLASTX 

g729880 

388 

1.0e-37 

76 

93 

CASEIN KINASE II BETA CHAIN (CK II) >gi_1076299__pir S47967 

casein kinase II (EC 2.7.1.-) beta chain CKB1 - Arabidopsis 
thaliana >qi_468264 (L22563) casein kinase II beta subunit 
CKB1 [Arabidopsis thaliana] 



Seq. No. 


37025 




Seq. ID 


LIB3065- 


027 


Method 


BLASTN 




NCBI GI 


g!794171 




BLAST score 


56 




E value 


3.0e-23 




Match length 


115 




% identity 


88 




NCBI Description 


Glycine 


max 


Seq. No. 


37026 




Seq. ID 


LIB3072- 


002 


Method 


BLASTN 




NCBI GI 


g433898 




BLAST score 


166 




E value 


2.0e-88 




Match length 


318 




% identity 


88 





-Q1-N1-E1 



complete cds 



5674 



NCBI Description 


H. sapiens mRNA for ribosomal protein L8 




>gi 4bUob6^ ret NM uuuy/o.i KrLo riomo sapiens riiDOSomai 




protein Lo (RPLo) mRNA 


Seq. No. 


37027 


Seq. ID 


X mO ATI AAA T/'T n 1 O 

LIB3072-U0z-Ql-Kl-Blz 


Method 


BLASTN 


NCBI GI 


g!79707 


BLAST score 


34 


E value 


a- a ~ i a 


Match length 


66 


% identity 


88 


NCBI Description 


numan aipna z conagen type vi— a gene, exon i 


Seq. No. 


37028 


Seq. ID 


T TO "3 A "7 A AAA r\1 VI M A 


Method 


BLASTN 


NCBI GI 


g306467 


BLAST score 


230 


E value 


"1 A _ 1 A iC 


Match length 


A /I A 

o4z 


% identity 


92 


NCBI Description 


Human binding protein mRNA, partial cds 


Seq. No. 


37029 


Seq. ID 


-r xnT ATO AAA A1 TV*1 n1 1 

LIB3072-002-Q1-K1-E11 


Method 


BLASTN 


NCBI GI 


g642031 


BLAST score 


68 


E value 


4.0e-30 


Match length 


187 


% identity 


85 


NCBI Description 


Human microf ibril-associated glycoprotein (MFAP2) mRNA, 




complete cds. >gi 4505156 ref NM 002403.1 MFAP2_ Homo 




sapiens microf ibrillar-associated protein 2 (MFAP2) mRNA 


Seq. No. 


37030 


Seq. ID 


LIB3072-002-Q1-K1-E12 


Metnoa 




NCBI GI 


gl8571 


BLAST score 


54 


E value 


O A a A A 

8 . ue-22 


Match length 


110 


% identity 


87 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor D-II 


Seq. No. 


37031 


Seq. ID 


T THOAT1 AAA r~\ ~! T/1 t-i A 

LIBiO /2-Uuz-Ql-Kl-Ey 


Method 


BLASTN 


IML/Dl vjl 


go^zu Jl 


BLAST score 


38 


E value 


4.0e-12 


Match length 


50 


% identity 


94 


NCBI Description 


Human microf ibril-associated glycoprotein (MFAP2) mRNA, 



complete cds. >gi_4505156_ref_NM_002403 . 1__MFAP2_ Homo 
sapiens microf ibrillar-associated protein 2 (MFAP2) mRNA 



5675 



Seq. No. 


37032 


Seq. ID 


LIB3072-002-Q1-K1-F10 






NCBI GI 


g35217 


BLAST score 


53 


E value 


6.0e-21 


Match length 


164 


% identity 


85 


NCBI Description 


Human mRNA for protein p68 


Seq. No. 


37033 


Seq. ID 


LIB3072-002-Q1-K1-H10 


Method 


BLASTN 


NCBI GI 


g339567 


BLAST score 


144 


E value 


3.0e-75 


Match length 


303 


% identity 


88 


NCBI Description 


Human transforming growth 




(BIGH3) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4507466_ref_NM_000358.1_TGFBI_ Homo sapiens 
transforming growth factor, beta-induced, 68kD (TGFBI) mRNA 
>gi_996468_gb_I14045_I14045 Sequence 1 from patent US 

37034 

LIB3072-002-Q1-K1-H11 

BLASTN 

g433898 

60 

3.0e-25 

161 

89 

H. sapiens mRNA for ribosomal protein L8 

>gi_4506662_ref_NM__000973.1_RPL8_ Homo sapiens ribosomal 
protein L8 (RPL8) mRNA 

37035 

LIB3072-003-Q1-K1-B10 

BLASTN 

g256428 

99 

I. 0e-48 
167 

90 

KTi3 ( KT i 3+ ) =Kunit z trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37036 

LIB3072-003-Q1-K1-C11 

BLASTN 

g288618 

33 

3.0e-09 

93 

84 

G.max GB-D-II gene for proteinase inhibitor D-II 



5676 



Seq. No* 


37037 


Seq, ID 


LIB3U72-0U3-Q1-K1-F11 


Method 


BLAST N 


NCBI GI 


g256428 


BLAST score 


231 


E value 


1 . 0e-127 


Match length 


360 


% identity 


92 


NCBI Description 


KTi3 (KT13+) =Kunitz trypsin inhibitor [soybeans, 




Forrest, mRNA, 1259 nt] 


Seq. No, 


37038 


Seq. ID 


LIB3072-003-Q1-K1-F12 


Method 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


149 


E value 


3. Oe-78 


Match length 


244 


% identity 


90 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor D-II 


Seq. No, 


37039 


Seq. ID 


LIB3072-004-Q1-K1-D5 


Method 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


172 


E value 


6.0e-92 


Match length 


344 


% identity 


88 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor D-II 


Seq. No. 


37040 


Seq. ID 


LIB3072-004-Q1-K1-E3 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


379 


E value 


0.0e+00 


Match length 


405 


% identity 


99 


NCBI Description 


KTi3 (KTi3+) -Kunitz trypsin inhibitor [soybeans, 




Forrest, mRNA, 1259 nt] 


Seq. No. 


37041 


Seq. ID 


LIB3072-004-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


g2506877 


BLAST score 


139 


E value 


8.0e-09 


Match length 


89 


% identity 


1 


NCBI Description 


MUCIN 2 PRECURSOR (INTESTINAL MUCIN 2) >gi 4 5415 




mucin [Homo sapiens] >gi_4505285_ref_NP_0024 48 . 1 




mucin 2, intestinal/tracheal 


Seq. No. 


37042 


Seq. ID 


LIB3072-004-Q1-K1-F2 



Dare and 



Dare and 



(L21998) 



5677 




Method 


BLASTN 




a288618 


BLAST score 


349 


E value 


0.0e+00 


Match length 


393 


% identity 


97 


NCBI Description 


G.max GB-D-II gene for proteinase inhibitor D* 


Seq. No. 


37043 


Seq. ID 


LIB3072-004-Q1-K1-F3 


Method 


BLASTN 




y j_ o j / J. 


BLAST score 


356 


E value 


0.0e+00 


Match length 


379 


% identity 


98 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor D- 


Seq. No. 


37044 


Seq. ID 


LIB3072-Q04-Q1-K1-F8 


Method 


BLASTN 






BLAST score 


35 


E value 


1.0e-10 


Match length 


47 


% identity 


94 


NCBI Description 


Cucumis sativus mRNA for patatin-like protein 


Seq. No. 


37045 


Seq. ID 


LIB3072-007-Q1-E1-B6 


Method 


BLASTN 


NLdI bi 


gxoo / 1 


BLAST score 


320 


E value 


1.0e-180 


Match length 


356 


% identity 


97 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor D 


Seq. No. 


37046 


Seq. ID 


LIB3072-007-Q1-E1-D1 


Method 


BLASTX 




vj _} Z« _? (j J 


BLAST score 


157 


E value 


4.0e-20 


Match length 


96 


% identity 


50 


NCBI Description 


(AL031018) putative protein [Arabidopsis thai 


Seq. No. 


37047 


Seq. ID 


LIB3072-007-Q1-E1-H10 


Method 


BLASTX 


NCBI GI 


gl25723 


BLAST score 


145 


E value 


3.0e-09 


Match length 


65 


% identity 


43 


NCBI Description 


KUNITZ-TYPE TRYPSIN INHIBITOR KTI2 PRECURSOR 



5678 




>gi_81815_pir JQ1092 trypsin inhibitor KTi2 (Kunitz) - 

soybean >gi_256636_bbs_115029 (S45035) Kunitz trypsin 
inhibitor KTi2 [soybeans, Peptide, 204 aa] [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37048 

LIB3072-008-Q1-E1-E3 

BLASTN 

gl70053 

192 

1.0e-104 

280 

92 

Soybean ribosomal protein Sll mRNA, 3 T end 



37049 

LIB3072- 

BLASTN 

gl8571 

137 

4.0e-71 

281 

87 

G.max D- 



008-Q1-E1-E5 



II mRNA for proteinase isoinhibitor D-II 



37050 

LIB3072-008-Q1-E1-E7 

BLASTN 

g256634 

51 

4.0e-20 

131 

42 

KTil=Kunitz trypsin inhibitor KTil, KTi2=Kunitz trypsin 
inhibitor KTi2 [soybeans, Genomic, 3269 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37051 

LIB3072-008-Q1-E1-F7 

BLASTN 

g256428 

143 

9.0e-75 

281 

88 

KTi3 (KTi3+) =Kunit2 trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37052 

LIB3072-009-Q1-E1-B7 

BLASTN 

g2815245 

66 

1.0e-28 

242 

82 

C.arietinum mRNA for 
CanMT-2) 



class I type 2 metallothionein (clone 



5679 




Seq. No. 


37053 


Seq. ID 


LIB3072-Q09-Q1-E1-F7 


Method 


BLASTN 


NCBI GI 


g256428 


l—> I.JJllJ J. O » W J- 


348 


E value 


0.0e+00 


Match length 


378 


% identity 


98 


NCBI Description 


KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 




Forrest, mRNA, 1259 nt] 


Seq. No. 


37054 


Seq. ID 


LIB3072-010-Q1-E1-A8 


Method 


BLASTN 


NCBI GI 


a288618 


BLAST score 


387 


E value 


0.0e+00 


Match length 


411 


% identity 


99 


NCBI Description 


G.max GB-D-II gene for proteinase inhibitor D-II 


Seq. No. 


37055 


Seq. ID 


LIB3072-010-Q1-E1-B5 


Method 


BLASTN 


NCBI GI 


gl944318 


BLAST scorp 


201 


E value 


1.0e-109 


Match length 


337 


% identity 


90 


NCBI Description 


Glycine max mRNA for cysteine proteinase inhibitor, 




complete cds 


Seq. No. 


37056 


Seq. ID 


LIB3072-010-Q1-E1-E1 


Method 


BLASTX 


NCBI GI 


a595768 


BLAST score 


144 


E value 


4.0e-09 


Match length 


44 


% identity 


66 


NCBI Description 


(U13866) non- functional lacZ alpha peptide [Cloning vector] 


Seq. No. 


37057 


Seq. ID 


LIB3072-010-Q1-E1-E9 


Method 


BLASTN 


NCBI GI 


g256428 




9 AO 


E value 


1.0e-132 


Match length 


302 


% identity 


95 


NCBI Description 


KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, Dare and 




Forrest, mRNA, 1259 nt] 


Seq. No. 


37058 


Seq. ID 


LIB3072-011-Q1-E1-A8 


Method 


BLASTN 


NCBI GI 


g256428 



5680 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



387 

0. 0e+00 

405 

99 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare ana 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37059 

LIB3072-011-Q1-E1-C10 

BLAST N 

gl8747 

171 

2.0e-91 

302 
90 

G.max mRNA for a protein similar to potato tuber protein 
p322 homolgous to Bowman-Birk Proteinase Inhibitor 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37060 

LIB3072-011-Q1-E1-C9 

BLASTN 

g288618 

386 



E value 


0.0e+00 


Match length 


410 


% identity 


99 


NCBI Description 


G.max GB 


Seq. No. 


37061 


Seq. ID 


LIB3072- 


Method 


BLASTN 


NCBI GI 


gl8769 


BLAST score 


122 


E value 


4 .Oe-62 


Match length 


232 


% identity 


91 



D-II 



-Dll 



NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



-a for Kunitz trypsin inhibitor subtype A 



37062 

LIB3072-011-Q1-E1-E11 

BLASTN 

g288618 



BLAST score 


381 


E value 


0.0e+00 


Match length 


413 


% identity 


98 


NCBI Description 


G.max GB 


Seq. No. 


37063 


Seq. ID 


LIB3072- 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


321 


E value 


0.0e+00 


Match length 


349 


% identity 


98 



011-Q1-E1-F12 



NCBI Description 



5681 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37064 

LIB3072-011-Q1-E1-H11 

BLASTN 

gl69928 

33 

3.0e-09 

57 
89 

Glycine max alpha 1 -type beta conglycinin storage protein 
gene, complete cds, clone ch4A 

37065 

LIB3072-011-Q1-E1-H4 

BLASTN 

g256428 

343 

0.0e+00 

381 

98 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 

37066 

LIB3072-012-Q1-E1-B5 

BLASTN 

g256428 

169 

2.0e-90 

203 

96 

KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, rnRNA, 1259 nt] 

37067 

LIB3072-012-Q1-E1-D2 

BLASTN 

g256428 

295 

1.0e-165 

341 

97 

KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



37068 

LIB3072-012-Q1-E1-G11 

BLASTX 

g3094014 

172 

3.0e-12 

59 
49 

(AF060862) unknown [Homo sapiens] 
37069 

LIB3072-012-Q1-E1-G6 



5682 



Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


353 


E value 


0.0e+00 


Match length 


412 


% identity 


97 


NCBI Description 


G.max GB-D-II gene for proteinase inhibitor D-II 


Seq. No. 


37070 


Seq. ID 


LIB3072-012-Q1-E1-H11 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


381 


E value 


0.0e+00 


Match length 


415 


% identity 


98 


NCBI Description 


KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, 




Forrest, mRNA, 1259 nt] 


Seq. No. 


37071 


Seq. ID 


LIB3072-013-Q1-E1-B11 


Method 


BLASTN 


NCBI GI 


gl70005 


BLAST score 


125 


E value 


3.0e-64 


Match length 


181 


% identity 


92 


NCBI Description 


Soybean lectin (Lei) gene, complete cds 


Seq. No. 


37072 


Seq. ID 


LIB3072-013-Q1-E1-B12 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


116 


E value 


1.0e-58 


Match length 


250 


% identity 


87 


NCBI Description 


KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, 




Forrest, mRNA, 1259 nt] 


Seq. No. 


37073 


Seq. ID 


LIB3072-014-Q1-E1-C2 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


191 


E value 


1.0e-103 


Match length 


300 


% identity 


91 


NCBI Description 


KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, 




Forrest, mRNA, 1259 nt] 


Seq. No. 


37074 


Seq. ID 


LIB3072-014-Q1-E1-C9 


Method 


BLASTX 


NCBI GI 


g4567226 


BLAST score 


186 


E value 


4.0e-14 



Dare and 



5683 




Match length 84 

% identity 50 

NCBI Description (AC007119) unknown protein [Arabidopsis thaliana] 

Seq. No. 37075 

Seq. ID LIB3072-014-Q1-E1-D10 

Method BLASTN 

NCBI GI q288618 

BLAST score 383 

E value 0.0e+00 

Match length 411 

% identity 98 

NCBI Description G.max GB-D-II gene for proteinase inhibitor D-II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37076 

LIB3072-014-Q1-E1-E10 

BLASTN 

g256428 

147 

3.0e-77 

245 
90 

KTi3 {KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37077 

LIB3072-014-Q1-E1-E7 

BLASTX 

g2829751 

212 

6.0e-17 

110 
41 

MACROPHAGE MIGRATION INHIBITORY FACTOR HOMOLOG (BMMIF) 
>gi_1850559 (U88035) macrophage migration inhibitory factor 
[Brugia malayi] >gi_2190976 (AF002699) macrophage migration 
inhibitory factor [Brugia malayi] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37078 

LIB3072-014-Q1-E1-F3 

BLASTN 

gl69946 

33 

2.0e-09 

57 

89 

Soybean protease inhibitor IV mRNA, 



complete cds 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37079 

LIB3072-014-Q1-E1-H2 

BLASTX 

g541950 

141 

5.0e-09 

60 
52 

SPCP1 protein - soybean >gi_310576 {L12257) nodulin-26 



5684 




[Glycine max] 



Seq. No. 


37080 


Sea ID 


LIB3072-014-Q1-E1-H5 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


93 


E value 


5.0e-45 


Match length 


193 


% identity 


87 


NCBI Description 


G.max GB-D-II gene for proteinase inhibitor D-II 


Seq. No. 


37081 


Seq. ID 


LIB3072-015-Q1-E1-B6 


Method 


BLASTN 


NCBI GI 


g!8769 


BLAST score 


76 


E value 


6.0e-35 


Match length 


136 


% identity 


89 


NCBI Description 


G.max mRNA Ti-a for Kunitz trypsin inhibitor subtype 


Seq. No. 


37082 


Sea ID 


LIB3072-015-O1-E1-C6 


Method 


BLASTN 


NCBI GI 


gl8769 


BLAST score 


89 


E value 


2.0e-42 


Match length 


264 


% identity 


85 


NCBI Description 


G.max mRNA Ti-a for Kunitz trypsin inhibitor subtype 


Seq. No. 


37083 


Seq. ID 


LIB3072-015-Q1-E1-C7 


Method 


BLASTN 


NCBI GI 


gl8644 


BLAST score 


54 


E value 


1.0e-21 


Match length 


158 


% identity 


84 


NCBI Description 


Soybean mRNA for HMG-1 like protein 


Seq. No. 


37084 


Seq. ID 


LIB3072-015-Q1-E1-E12 


Method 


BLASTX 


NCBI GI 


g2144583 


BLAST score 


209 


E value 


9.0e-17 


Match length 


94 


% identity 


50 


NCBI Description 


proteinase inhibitor (Bowman-Birk) D-II precursor - 



>gi_18572_emb_CAA48657_ (X68706) Bowman-Birk proteinase 
isoinhibitor D-II [Glycine max] >gi_288 619_emb_CAA48 658_ 
(X68707) Soybean Bowman-Birk proteinase isoinhibitor D-II 

[Glycine max] >gi_743636_prf 2013215A Bowman-Birk protease 

inhibitor [Glycine max] > 



5685 



Seq. No. 


37085 


Seq. ID 


LIB3072-015-Q1-E1-E7 


Method 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


51 


E value 


8.0e~20 


Match length 


148 


% identity 


88 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor 


Seq. No. 


37086 


Seq. ID 


LIB3072-015-Q1-E1-F7 


Method 


BLASTX 


NCBI GI 


gl326161 


BLAST score 


240 


E value 


3.0e-20 


Match length 


67 


% identity 


81 


NCBI Description 


(U54703) dehydrin [Phaseolus vulgaris] 


Seq. No. 


37087 


Seq. ID 


LIB3072-015-Q1-E1-H3 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


42 


E value 


9.0e-15 


Match length 


78 


% identity 


88 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


37088 


Seq. ID 


LIB3072-015-Q1-E1-H7 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


363 


E value 


0.0e+00 


Match length 


399 


% identity 


98 


NCBI Description 


G.max GB-D-II gene for proteinase inhibitor 


Seq. No. 


37089 


Seq. ID 


LIB3072-016-Q1-E1-B7 


Method 


BLASTN 


NCBI GI 


gl70005 


BLAST score 


47 


E value 


8.0e-18 


Match length 


74 


% identity 


91 


NCBI Description 


Soybean lectin (Lei) gene, complete cds 


Seq. No. 


37090 


Seq. ID 


LIB3072-017-Q1-E1-A10 


Method 


BLASTX 


NCBI GI 


gl36057 


BLAST score 


197 


E value 


2.Ge-17 


Match length 


84 



5686 



% identity 

NCBI Description 



62 

TRIOSEPHOSPHATE ISOMERASE, CYTOSOLIC (TIM) 

>gi_99499_pir A32187 (S) -tetrahydroberberine oxidase 

Coptis japonica >gi_556171 (J04121) triosephosphate 
isomerase [Coptis japonica] 



Seq. No. 


37091 


Seq. ID 


LIB3072-017-Q1-E1-C11 


Method 


BLASTN 


NCBI GI 


g516165 


BLAST score 


40 


E value 


3.0e-13 


Match length 


72 


% identity 


89 


NCBI Description 


S. tuberosum pPOM34 mRNA for mitochondrial 34 


Seq. No. 


37092 


Seq. ID 


LIB3072-017-Q1-E1-D10 


Method 


BLASTN 


NCBI GI 


g!8571 


BLAST score 


50 


E value 


2.0e-19 


Match length 


110 


% identity 


86 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor 


Seq. No. 


37093 


Seq. ID 


LIB3072-017-Q1-E1-E11 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


165 


E value 


7.0e-88 


Match length 


285 


% identity 


90 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


37094 


Seq. ID 


LIB3072-017-Q1-E1-F9 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


263 


E value 


1.0e-146 


Match length 


323 


% identity 


95 


NCBI Description 


G.max GB-D-II gene for proteinase inhibitor 


Seq. No. 


37095 


Seq. ID 


LIB3072-017-Q1-E1-H10 


Method 


BLASTN 


NCBI GI 


g531828 


BLAST score 


45 


E value 


1.0e-16 


Match length 


77 


% identity 


90 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


37096 



5687 



Seq. ID LIB3072-018-Q1-E1-A1 

Method BLASTN 

NCBI GI gl8571 

BLAST score 302 

E value 1.0e-169 

Match length 353 

% identity 96 

NCBI Description G.max D-II mRNA for proteinase isoinhibitor D-II 

Seq. No. 37097 

Seq. ID LIB3072-018-Q1-E1-B4 

Method BLASTN 

NCBI GI g288618 

BLAST score 375 

E value 0.0e+00 

Match length 414 

% identity 98 

NCBI Description G.max GB-D-II gene for proteinase inhibitor D-II 

Seq. No. 37098 

Seq. ID LIB3072-018-Q1-E1-C12 

Method BLASTN 

NCBI GI g288618 

BLAST score 333 

E value 0.0e+00 

Match length 364 

% identity 98 

NCBI Description G.max GB-D-II gene for proteinase inhibitor D-II 

Seq. No. 37099 

Seq. ID LIB3072-018-Q1-E1-C5 

Method BLASTN 

NCBI GI g288618 

BLAST score 378 

E value 0.0e+00 

Match length 410 

% identity 98 

NCBI Description G.max GB-D-II gene for proteinase inhibitor D-II 

Seq. No. 37100 

Seq. ID LIB3072-018-Q1-E1-D11 

Method BLASTN 

NCBI GI g288618 

BLAST score 272 

E value 1.0e-151 

Match length 396 

% identity 92 

NCBI Description G.max GB-D-II gene for proteinase inhibitor D-II 

Seq. No. 37101 

Seq. ID LIB3072-018-Q1-E1-F5 

Method BLASTN 

NCBI GI gl8571 

BLAST score 144 

E value 2.0e-75 

Match length 236 

% identity 90 



5688 



II 



NCBI Description G.max D-II mRNA for proteinase isoinhibitor D-II 



Seq. No. 


37102 


Seq. ID 


LIB3072-018-Q1-E1-G11 


Method 


BLASTN 


NCBI GI 


g!8636 


BLAST score 


78 


E value 


4.0e-36 


Match length 


190 


% identity 


85 


NCBI Description 


Soybean Gy2 gene for glycinin subunit G2 


Seq. No. 


37103 


Seq. ID 


LIB3072-018-Q1-E1-G4 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


385 


E value 


0.0e+00 


Match length 


413 


% identity 


98 


NCBI Description 


G.max GB-D-II gene for proteinase inhibitor D-II 


Seq. No. 


37104 


Seq. ID 


LIB3072-018-Q1-E1-H11 


Method 


BLASTX 


NCBI GI 


g4376872 


BLAST score 


162 


E value 


4.0e-ll 


Match length 


59 


% identity 


49 


NCBI Description 


(AE001642) Sugar Nucleotide Phosphorylase [Chlamyc 




pneumoniae] 


Seq. No. 


37105 


Seq. ID 


LIB3072-019-Q1-E1-B8 


Method 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


44 


E value 


9.0e-16 


Match length 


168 


% identity 


82 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor DrII 


Seq. No. 


37106 


Seq. ID 


LIB3072-019-Q1-E1-C11 


Method 


BLASTX 


NCBI GI 


g2144583 


BLAST score 


116 


E value 


1.0e-12 


Match length 


70 


% identity 


57 


NCBI Description 


proteinase inhibitor (Bowman-Birk) D-II precursor 



>gi_18572_emb_CAA48657_ (X68706) Bowman-Birk proteinase 
isoinhibitor D-II [Glycine max] >gi_288619_emb_CAA48 658__ 
(X68707) Soybean Bowman-Birk proteinase isoinhibitor D-II 

[Glycine max] >gi_743636_prf 2013215A Bowman-Birk protease 

inhibitor [Glycine max] 



5689 



Seq, No. 


37107 


Seq. ID 


LIB3072-019-Q1-E1-D3 


Method 


BLASTN 


NCBI GI 


gl8769 


BLAST score 


125 


E value 


6.0e-64 


Match length 


273 


% identity 


87 


NCBI Description 


G.max mRNA Ti-a for 


Seq. No. 


37108 


Seq. ID 


LIB3072-019-Q1-E1-E9 


Method 


BLASTX 


NCBI GI 


g825756 


BLAST score 


149 


E value 


6.0e-10 


Match length 


66 


% identity 


48 


NCBI Description 


(U12391) beta-galact 




pSport2] 


Seq. No. 


37109 


Seq. ID 


LIB3072-019-Q1-E1-F1 


Method 


BLASTX 


NCBI GI 


gl34145 


BLAST score 


140 


E value 


8.0e-09 


Match length 


52 


% identity 


56 



[Cloning vector 



NCBI Description STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 

PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi_169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 
(M76981) vegetative storage protein [Glycine max] 

>gi_226867jprf 1609232B 28kD glycoprotein [Glycine max] 

>gi_444325_prf 1906374A vegetative storage protein 

[Glycine max] 

37110 

LIB3072-019-Q1-E1-F6 
BLASTN 
g531828 
32 

7.0e-09 
72 
86 

Cloning vector pSportl, complete cds 
37111 

LIB3072-019-Q1-E1-G2 
BLASTN 
g256428 
288 

1.0e-161 
378 
94 

KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, Dare and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5690 



Forrest, mRNA, 1259 nt] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37112 

LIB3072-019-Q1-E1-G5 

BLASTX 

g2144584 

150 

3.0e-13 

70 
60 

trypsin inhibitor A (Kunitz) precursor - soybean 
>giJL8770_emb_CAA45777_ (X64447) trypsin inhibitor subtype 
A [Glycine max] 

37113 

LIB3072-019-Q1-E1-G6 

BLASTX 

g2144584 

174 

5.0e-13 

61 

56 

trypsin inhibitor A (Kunitz) precursor - soybean 
>gi_18770_emb_CAA45777_ (X64447) trypsin inhibitor subtype 
A [Glycine max] 

37114 

LIB3072-020-Q1-E1-C6 

BLASTN 

g256428 

379 

0.0e+00 

413 

98 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 

37115 

LIB3072-020-Q1-E1-E9 

BLASTN 

g288618 

291 

1.0e-163 

383 
94 

G.max GB-D-II gene for proteinase inhibitor D-II 
37116 

LIB3072-020-Q1-E1-F3 

BLASTX 

g2144583 

151 

4.0e-10 

64 

48 

proteinase inhibitor (Bowman-Birk) D-II precursor, - soybean 
>gi_18572_emb_CAA48 657_ (X68706) Bowman-Birk proteinase 



5691 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



isoinhibitor D-II [Glycine max] >gi_288 619_emb_CAA48 658_ 
(X68707) Soybean Bowman-Birk proteinase isoinhibitor D-II 

[Glycine max] >gi_743636_prf 2013215A Bowman-Birk protease 

inhibitor [Glycine max] 

37117 

LIB3072-020-Q1-E1-F4 

BLASTX 

g2347189 

274 

3.0e-24 

86 

58 

(AC002338) hypothetical protein [Arabidopsis thaliana] 
>gi_3150399 (AC004165) hypothetical protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37118 

LIB3072-020-Q1-E1-H3 

BLASTX 

gl710530 

138 

1.0e-08 

39 

59 

60S RIBOSOMAL PROTEIN L27A >gi_2129719_pir S71256 

ribosomal protein L27a Arabidopsis thaliana 
>gi_1107487_emb_CAA63025_ (X91959) 60S ribosomal protein 
L27a [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37119 

LIB3072-021-Q1-E1-A1 

BLASTN 

g256428 

247 

1.0e-137 

321 
95 

KTi3 {KTi3+)==Kunitz trypsin inhibitor [soybeans, 
Forrest, mRNA, 1259 nt] 



Dare and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37120 

LIB3072-021-Q1-E1-B4 

BLASTX 

g633890 

229 

4.0e-19 

80 
60 

(S72926) 
vulgare] 



glucose and ribitol dehydrogenase homolog [Hordeum 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37121 

LIB3072-021-Q1-E1-C11 

BLASTN 

gl69946 

62 



5692 




E value 


2 . Oe-26 


Match length 


177 


% identity 


84 


NCBI Description 


Soybean protease inhibitor IV mRNA, complete 


Seq. No. 


37122 


Seq. ID 


LIB3072-021-Q1-E1-E7 


Method 


BLAST N 


NCBI GI 


gl8571 


BLAST score 


144 


E value 


2 . Oe-75 


Match length 


200 


% identity 


93 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor 


Seq. No. 


37123 


Seq. ID 


LIB3072-021-Q1-E1-F12 


Method 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


90 


E value 


4 .0e-43 


Match length 


230 


% identity 


87 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor 


Seq. No. 


37124 


Seq. ID 


LIB3072-021-Q1-E1-G2 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


369 


E value 


0.0e+00 


Match length 


401 


% identity 


98 


NCBI Description 


G.max GB-D-II gene for proteinase inhibitor 


Seq. No. 


37125 


Seq. ID 


LIB3072-021-Q1-E1-G6 


Method 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


302 


E value 


1.0e-169 


Match length 


358 


% identity 


96 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor 


Seq. No. 


37126 


Seq. ID 


LIB3072-021-Q1-E1-H5 


Method 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


154 


E value 


3.0e-81 


Match length 


286 


% identity 


89 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor 


Seq. No. 


37127 


Seq. ID 


LIB3072-022-Q1-E1-B5 



5693 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2564044 

39 

1.0e-12 

59 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone 
K19P17, complete sequence [Arabidopsis thaliana] 

37128 

LIB3072-022-Q1-E1-C7 

BLASTN 

g3021374 

83 

5.0e-39 

199 

86 

Glycine max mRNA for profilin, PR01 
37129 

LIB3072-022-Q1-E1-D4 

BLASTN 

gl8571 

112 

4.0e-56 

295 

85 

G.max D-II mRNA for proteinase isoinhibitor D-II 
37130 

LIB3072-022-Q1-E1-E11 

BLASTN 

g256428 

195 

1.0e-106 

265 

94 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37131 

LIB3072-022-Q1-E1-E8 

BLASTN 

g288618 

330 

0.0e+00 

354 

98 

G.max GB-D-II gene for proteinase inhibitor D-II 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



37132 

LIB3072-022-Q1-E1-G5 

BLASTN 

g288618 

191 

1.0e-103 
275 



5694 



% identity 


92 


NCBI Description 


G.max GB-D-II gene for proteinase inhib 


Seq. No. 


37133 


Seq. ID 


LIB3072-022-Q1-E1-H4 


Method 


BLASTX 


NCBI GI 


gl064887 


BLAST score 


201 


E value 


8.0e-16 


Match length 


60 


% identity 


67 


NCBI Description 


(X92955) pollen coat protein [Brassica 


Seq. No. 


37134 


Seq. ID 


LIB3072-023-Q1-E1-A8 


Method 


BLASTN 


NCBI GI 


g4191813 


BLAST score 


272 


E value 


1.0e-151 


Match length 


272 


% identity 


82 


NCBI Description 


Glycine max mRNA for alpha 1 subunit of ] 




complete cds 


Seq. No. 


37135 


Seq. ID 


LIB3072-023-Q1-E1-C11 


Method 


BLASTN 


NCBI GI 


gl8540 


BLAST score 


133 


E value 


1.0e-68 


Match length 


295 


% identity 


87 


NCBI Description 


G.max BBI mRNA for proteinase inhibitor 


Seq. No. 


37136 


Seq. ID 


LIB3072-023-Q1-E1-C12 


Method 


BLASTX 


Kir , 'DT PT 
JNCbl tji 


gzo / ±££ 


BLAST score 


163 


E value 


2.0e-ll 


Match length 


45 


% identity 


64 


NCBI Description 


THIOREDOXIN H-TYPE (TRX-H) >gi 478400 p 



JQ2242 

thioredoxin h - Arabidopsis thaliana 
>gi_JL6552__emb_CAA78462_ (Z14084) Thioredoxin H [Arabidopsis 
thaliana] >gi_1388080 (U35827) thioredoxin h [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37137 

LIB3072-023-Q1-E1-E1 

BLASTN 

g256634 

42 

5.0e-15 

50 

48 

KTil=Kunitz trypsin inhibitor KTil, KTi2=Kunitz trypsin 



5695 



inhibitor KTi2 [soybeans, Genomic, 3269 nt] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37138 

LIB3072-023-Q1-E1-E10 

BLASTX 

g541943 

154 

2.0e-10 

50 
60 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



37139 

LIB3072-023-Q1-E1-F8 

BLASTN 

gl8614 

63 

4.0e-27 

119 

89 

Soybean mRNA for glycinin AlaBx precursor 
>gi_2170694_dbj_E024 63_E02463 cDNA encoding glycinine 
subunit AlaBlb precursor 



Seq. No. 


37140 


Seq. ID 


LIB3072-023-Q1-E1-G1 


Method 


BLASTX 


NCBI GI 


gl871179 


BLAST score 


194 


E value 


3.0e-15 


Match length 


78 


% identity 


6 


NCBI Description 


(U90439) FMRFamide precursor isolog [Arabidopsis 


Seq. No. 


37141 


Seq. ID 


LIB3072-023-Q1-E1-G4 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


289 


E value 


1.0e-161 


Match length 


402 


% identity 


94 


NCBI Description 


KTi3 (KT13+) =Kunitz trypsin inhibitor [soybeans, 




Forrest, mRNA, 1259 nt] 


Seq. No. 


37142 


Seq. ID 


LIB3072-024-Q1-E1-A3 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


339 


E value 


0.0e+00 


Match length 


380 


% identity 


98 


NCBI Description 


KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, 




Forrest, mRNA, 1259 nt] 



Dare and 



Dare and 



5696 



CI) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37143 

LIB3072-024-Q1-E1-B10 

BLASTN 

g256428 

318 

1.0e-179 

368 
97 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37144 

LIB3072-024-Q1-E1-B11 

BLASTN 

gl69928 

141 

1.0e-73 

161 

97 

Glycine max alpha' -type beta conglycinin storage protein 
gene, complete cds, clone ch4A 

37145 

LIB3072-024-Q1-E1-C7 

BLASTN 

g256428 

211 

1.0e-115 

281 

94 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37146 

LIB3072-024-Q1-E1-C8 

BLASTN 

g256428 

255 

1.0e-141 

341 

94 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, 
Forrest, mRNA, 1259 nt] 



Dare and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



37147 

LIB3072-024-Q1-E1-D10 

BLASTN 

g288618 

101 

9.0e-50 

193 

88 

G.max GB-D-II gene for proteinase inhibitor D-II 
37148 

LIB3072-024-Q1-E1-D7 
BLASTN 



5697 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g531828 
41 

3.0e-14 

109 
84 

Cloning vector pSportl, complete cds 



beq. wo • 


^71 49 






beg. iu 


T.TB3072-024-O1-E1-E4 






Method 


I51jHO 1 IN 








rr9RP 61 ft / 














E value 


u . ue+uu 






Match length 


401 






% identity 


98 


inhibitor 


D-II 


nlbi Description 


P -mav flR— Fl— T T n^n a fnr HTOf pinasG 

O • II La. A uD L) 11 y C1IC. J- ^ J- ^lULCJ-iiuou 


Seq. No. 


oti en 
o / 10U 






beq. iJJ 


T TR^079-n94-O1 -F11 -F7 






Method 


DT AQfp\I 
DijfiO 1 IN 






NCBI bl 


gz 0 0 010 






BJ-jAbi score 








E value 


u . ue+uu 






Match length 


378 






% identity 


97 


"i nh "i hi t ot 


D-II 


NCBI Description 


Cj.max bo u li gene ior piuLcinabc 


Seq. No. 


37151 






Seq. ID 


LIdjU /Z"~ U^j - yi Jlil — iiZ 






Method 


BLASTN 






NCBI GI 


gzooolo 






BLAST score 


y o 






E value 


y . ue-4 / 






JLYiaX-Cri Icily LI 1 


208 






% identity 


87 


inhibitor 


D-II 


NCBI Description 


G.max GB-D-II gene for proteinase 


Seq. No. 


37152 






Seq. ID 


LIB3072-025-Q1-E1-E7 






Method 


BLASTN 






NCBI GI 


g256428 






BLAST score 


284 






E value 


1.0e-159 






Match length 


314 






% identity 


98 






NCBI Description 


KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, 



Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37153 

LIB3072-025-Q1-E1-F3 

BLASTX 

g3834310 

312 

6.0e-33 

113 
73 

(AC005679) Similar to Ubiquit in-conjugating enzyme E2-17 £ 



5698 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gb_D83004 from Homo sapiens. ESTs gb_T88233, gb_Z24464, 
gb_N37265, gb_H36151, gb_Z34711, gb_AA040983, and gb_T22122 
come from this gene. [Arabidopsis thaliana] 

37154 

LIB3072-025-Q1-E1-H10 

BLASTN 

g256428 

268 

1.0e-149 

318 
96 

KTi3 (KTi3+)=Kunitz trypsin inhibitor 
Forrest, mRNA, 1259 nt] 



[soybeans, Dare and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37155 

LIB3072-025-Q1-E1-H6 

BLASTN 

g2995813 

33 

3.0e-09 

53 

91 

Trifolium bejariense 18S ribosomal RNA gene, partial 
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; 
and 26S ribosomal RNA gene, partial sequence 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37156 

LIB3072-026-Q1-E1-A10 

BLASTN 

g256428 

146 

2.0e-76 

284 

88 

KTi3 (KTi3+)=Kunitz trypsin inhibitor 
Forrest, mRNA, 1259 nt] 



[soybeans, Dare and 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



37157 

LIB3072-026-Q1-E1-A7 

BLASTN 

gl8535 

94 

2.0e-45 

206 

86 

Soybean mRNA for the alpha subunit of beta-conglycinin 
37158 

LIB3072-026-Q1-E1-B11 

BLASTN 

g256428 

213 

1.0e-116 

302 
93 



5699 




NCBI Description KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 


37159 


Seq. ID 


LIB3072-026-Q1-E1-C1 


UG t_ l J.UU 


RT.ASTN 


MpDT PT 


rrl 8^71 


DT 7\ Q <"P o y~q 
DLnOi i>*_UXfcJ 


1 ft Q 

-L O -7 


J— i v ax w.~ 


1 Oe-102 


riaLLil icily LZl 


j u vj 




Q9 


NPRT Dp ( !pririt"inri 


G.inax D — II mRNA for proteinase isoinhibitor D-II 




37160 


Seq. ID 


LIB3072-026-Q1-E1-C11 


Method 


BLASTN 




a256428 


xj XxriQ I. DUU1C 


1 ^1 


T7 1 TTa 1 no 
Hi va.XU.t2 


j i yc no 


L v ia.Loii xtsiiy lii 


L> -L 


^ _LU.cIl L-L Ly 


Q9 


rviL-DX uescj-ipcion 


rvxij \j\iiot j — ixluixu^. uxytyoxn xiinxxjx lui [ ouyjjcaiio / 




ITnrrpQf mRNZX 19RQ 1 
rOIIcbL/ IilruNrl/ XjCDj 11 L J 


Seq. No. 


37161 


Seq. ID 


LIB3072-026-Q1-E1-C3 




oixriO 1 IN 




rr9Q£449 


oLlHoi score 


1 94 
X<£ *i 


TJ 1 XT 3 1 11 a 




ixiaucn xeiiyx.n. 


179 

1 / Z, 


•5 iQenL.ixy 


QA 




o • lllcl A nLT\l X lurviNra 


Seq. No. 


37162 


Seq. ID 


LIB3072-026-Q1-E1-C9 




JDixfiO 1 IN 


LNUIjX vjX 


y &. 0 0 Ol 0 


dij.ro i score 


9RQ 


Y7"3 1 no 
J_j V Gl_L U.C 


1 44 


rJaL-CIl ±fc?IiyT_ii 




& t it** 4™ n +■ t t 

^ laenLiLy 




ln^xjx uco^i lpuiun 


m^v f^lR— n TT rronp "Frtv nrnf pi na<?P i riln i H"i i~ ov* H-TT 

\j • iLia.A. vjxj u xi y cue j_ \J-L piu Lcxiiaoc xiii^xjjx lux u xx 




^71 6? 


Seq. ID 


LIB3072-026-Q1-E1-D4 


Method 


BLASTN 


LN L- US _L bl 


rr9R^49fl 




398 


E value 


0.0e+00 


Match length 


416 


% identity 


99 


NCBI Description 


KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, 




Forrest, mRNA, 1259 nt] 


Seq. No. 


37164 


Seq. ID 


LIB3072-026-Q1-E1-E9 



5700 



• 



Method 


BLASTN 


NCBI GI 


g2305019 


BLAST score 


178 


E value 


2.0e-95 


M^trh 1 print* h 


338 


St i Hpnt* l tv 


89 


NCBI Description 


Glycine max 2S albumin pre-propeptide mRNA, comp. 


Spa Mo 


37165 


Seq. ID 


LIB3072-027-Q1-E1-A11 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


261 


E value 


1.0e-145 


M^toh 1 enath 


323 


% idpntitv 


96 


IN ^/ XJ _L UCOUll^LXUll 


KTi3 f KTi 3+ ) =Kunit z trvosin inhibitor Tsovbeans. 




Forrest, mRNA, 1259 nt] 


Sea No. 


37166 


Seq. ID 


LIB3072-027-Q1-E1-D6 


Mpt hod 


BLASTN 


NCBI GI 


g288618 


BLAST score 


392 


F. valnp 


0 Oe+00 


Mai~r , Vi 1 prin"f~h 


416 


9- -J HoTi+* 1 




NCRT Descr int ion 

1 * V- ' XJ X. i-/ C h_> Vw^ X. -L. £_« L- -X. \-/ 1 1 


G.max GB — D- II gene for proteinase inhibitor D- II 




37167 


Seq. ID 


LIB307 2-027 -Q1-E1-E3 


Method 


BLASTN 


NCBI GI 


a256428 


BLAST score 


299 


E value 


1.0e-167 


Ma ton 1 prtath 

J.1CI l_V«-ll XC11U U-ll 


385 




95 


NfRT riPQPr'i r^t" n nn 

V_ir XJ J. 1-J ^ O V_* J_ _L VJ 1 l_ -1_ \J 1 1 


KT "i ^ ( KT "i *3+ ^ =Knn i t 7 t* rvn^ in inhihitor* f ^o vopan^ . 

IV X __, »J ^ X\ X -L »_/ I y XV UilX L>£i I— X. V kJ OX11 _1_J.11.L_1_ XJ _1_ C VJ J_ [_ O vJ y J-J Ullu / 




Forrest. mRNA, 1259 ntl 


Sea No 


37168 


Seq. ID 


LIB3072-027-Q1-E1-E4 




BLASTN 


NCBI GI 


g836895 


BLAST score 


32 


F. 1 ne 


9. Oe-09 








R7 


NCBI Description 


Saccharomyces cerevisiae CSP2 gene, complete cds 


O G VJ . • 


37169 


Seq. ID 


LIB3072-027-Q1-E1-E5 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


340 


E value 


0.0e+00 


Match length 


386 



Dare and 



5701 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



97 

KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 

37170 

LIB3072-028-Q1-E1-A5 

BLASTN 

gl69946 

40 

1.0e-13 

44 

98 

Soybean protease inhibitor IV mRNA, complete cds 
37171 

LIB3072-028-Q1-E1-B6 

BLASTN 

g531828 

34 

8.0e-10 

58 

90 

Cloning vector pSportl, complete cds 
37172 

LIB3072-028-Q1-E1-C11 

BLASTN 

g498167 

177 

5.0e-95 

213 

96 

Soybean mRNA for leginsulin, complete cds 
37173 

LIB3072-028-Q1-E1-C7 

BLASTN 

g256428 

244 

1.0e-135 

302 

95 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 

37174 

LIB3072-028-Q1-E1-D5 

BLASTN 

gl8571 

230 

1.0e-126 

310 

94 

G.max D-II mRNA for proteinase isoinhibitor D-II 
37175 

LIB3072-028-Q1-E1-E7 



5702 



Method 


f I 

BLASTN 


NCBI GI 


gl8571 


BLAST score 


61 


E value 


6 . Oe-26 


Match length 


155 


% identity 


88 


NCBI Description 


G.max D 



mRNA for proteinase isoinhifoitor D-II 



Sea No 


37176 


Sea ID 


LIR3072-028-O1 -F.I -FS 


1JC L11UU 


RT.A^TN 


NCBI GI 


gl8769 


BLAST score 


70 


E value 


4.0e-31 


Match length 


239 


% identity 


87 


NCBI Description 


v_) • iLLCl lLLJ.\LNrr J. -L d J_ ^w* J_ i\LilI-L I*. £-* L. J- _y O -L1J. JL ill i. J^J^J X L UL O H.U l_ y UC Jrl 




^71 77 


Seq. ID 


T ( TR^07?-0?R-O1 -FT -HS 




RT A^JTY 

xj-UriO 1 A. 










E value 


5.0e-10 


Match length 


44 


% identity 


68 


NCBI Description 


(AF102822) actin depolymerizing factor 4 [Arabidopsis 




thaliana] 


Seq. No. 


37178 


Seq. ID 


LIB3072-028-Q1-E1-H3 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


214 


E value 


1.0e-117 


Match length 


304 


% identity 


93 



NCBI Description KTi3 (KT i3+) =Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37179 

LIB3072-028-Q1-E1-H8 

BLASTN 

g2055227 

38 

4.0e-12 

66 

89 

Glycine max mRNA for SRC1, complete cds 



Seq. No. 37180 

Seq. ID LIB3072-030-Q1-E1-E1 

Method BLASTX 

NCBI GI g3676826 

BLAST score 142 

E value 9.0e-09' 

Match length 135 



5703 



Sr "1 HPTTl" 1 t" \7 
O JLUC11L.X 


8 

o 




i A TJ*fl Q 0 4 _1 Q TTinri n — 1 i Vo firntfli n r Hofor^Hoya rr 1 won -ri /Ti c 1 
^n.ujii'i 1111x0x11 xj.js.t5 j^x vj l. c -Lil _ nt; ici vjv_it;x d y x y o inco J 


O L4 • LN (J • 


?71 ft 1 

O / XO X 


Sea ID 


xjxxj>_) \j i __. u Ji \_{x J— i x n / 


Mpt hod 


BLASTX 


NCBI GI 


g4191814 


BLAST score 


147 


i_i v Cl-L Li" 




IJCIL-L'll XCllU Lil 


1 ^ 


O lUCUL i. L y 




NCBI Description 


(AROOfififiO^ a 1 nha T ^nhnrn 1~ of hpf^-rnnrrl uri ni n r CZ 1 \rr* n n p 

\ nu vyuyuy / cl x£_/i id olj.j-jl.iixl. v-JX jjc Lu l-uiiu x. y L/Xiixn [ vitx y LrX.ic 




J / lOi 


Seq. ID 


LIB3072-037-O1-F1 -A3 


Method 


BLASTN 


NCBI GI 


g!8571 


BLAST score 


342 


i—i vai uc 




M;^1~r*n 1 pp. rr1~h 

lid L-^ll L. J. 1 


JOO 




Q7 


NCBI Dpsprintion 

x__/ X_J -i- J_-/\__^ i_J » X- J_ k-/ _1_ V^-L X 


(Z niaY n — T T TnRMZi f or nrnfoi naQo i enn nhi hi fnr H-TT 

\J . 1UO..A. X/ XX lUiVLNi-l 1U1 |J1U Lcxiiaoc XOUlllllXJJX LUl u XX 


o H • uu # 


?71 ft^ 


Qprr TD 

O CU • X L/ 


XiXXjOU / £ Uj / ^X XjX U-C 


Method 




NCBI GI 


g288618 


BLAST score 


255 


E valine 


X . vc X 


Ma +~ on. 1 oti rv\~ Vi 








NCBI Description 


\j • lLiciA v_tx_> x/ xx yciic XLJX piULCXilaOC XllllXJ-JX L-UX L> X X 


Oclj. IN (J • 


^71 ft4 


XX/ 


XiXJjOU/-C Uj / yl 1LX JJX 


Method 


BLASTX 


NCBI GI 


g4455194 


BLAST score 


158 


Xj v CL-L LLC 


• Ut5 XX 


M^}"l - r*H 1 en rf t* h 

Lia LL-li ICliy Lil 




o lUCllLl Ly 


70 


NCBI Dp^pti nt" H nn 


/ AT.fl "3 R A A 0 1 nn+"a"l" i vo nrnf oi Tt rUraKi Honci cr -{- Vi 3 1 i anal 
\iMXjv_*-J^-± 1 v } pULaLl vc px(JL.eXIl [i^x7aJJXU.Op5X5 LllallaliaJ 


JClji IN (J • 


J / IOj 


Serr TD 

OCL^ • X LJ 


T TR^D79 — D ^7— Hi — T7 1 — TP 4 


Method 


RT.ASTM 

XjXjxAO X IN 


NCBI GI 


gl69946 


BLAST score 


60 


i-i VcLXLIg 


x . ue ZD 


iriaUOIl lcuy Lfl. 


x-± u 


^ xcieriL.XLy 


_7X 


NCBI Description 


ivcail ^ J- W LCaOC XllliXJJX LUX XV lLLl\LN_ri f LyltL LJ J_ CJ L. " LUO 


Seq. No. 


37186 


Seq. ID 


LIB3072-043-Q1-K1-E8 


Method 


BLASTN ' 


NCBI GI 


gl8571 



5704 



BLAST score 


87 


E value 


2. Oe-41 


Match length 


179 


% identity 


87 


NCBI Description 


G.max D-II 


Seq. No. 


37187 


Seq. ID 


LIB3072-043 


Method 


BLASTN 


NCBI GI 


g3212846 


BLAST score 


74 


E value 


1 . Oe-33 


Match length 


230 


% identity 


83 


NCBI Description 


Arabidopsis 




sequence, c 


Seq. No. 


37188 


Seq. ID 


LIB3072-043 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


387 


E value 


0.0e+00 


Match length 


411 


% identity 


99 


NCBI Description 


G.max GB-D- 


Seq. No. 


37189 


Seq. ID 


LIB3072-043 


Method 


BLASTN 


NCBI GI 


gl8769 


BLAST score 


50 


E value 


3. Oe-19 


Match length 


114 


% identity 


87 


NCBI Description 


G . max mRNA ' 


Seq. No. 


37190 


Seq. ID 


LIB3072-043- 


Method 


BLASTN 


NCBI GI 


g256428 


BLAST score 


265 


E value 


1.0e-147 


Match length 


363 


% identity 


93 


NCBI Description 


KTi3 (KT134- 



II BAC F6E13 genomic 



043-Q1-K1-F5 



inhibitor D-II 



-H8 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Forrest, mRNA, 1259 nt] 
37191 

LIB3072-044-Q1-K1-B10 

BLASTN 

gl8571 

171 

2.0e-91 

259 

92 

G.max D-II mRNA for proteinase isoinhibitor D-II 



5705 



o 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37192 

LIB3072-044-Q1-K1-B8 

BLASTX 

gl25723 

154 

4.0e-10 

101 
41 

KUNITZ-TYPE TRYPSIN INHIBITOR KTI2 PRECURSOR 

>gi_81815_pir JQ1092 trypsin inhibitor KTi2 (Kunitz) - 

soybean >gi_256636_bbs_115029 (S45035) Kunitz trypsin 
inhibitor KTi2 [soybeans, Peptide, 204 aa] [Glycine max] 

37193 

LIB3072-044-Q1-K1-B9 

BLASTN 

gl68679 

48 

3.0e-18 

104 

87 

Maize 19 kDa zein mRNA, clone cZ19C2, complete cds. 
>gi_270687_gb_I03334_ Sequence 9 from Patent US 

37194 

LIB3072-044-Q1-K1-C11 

BLASTX 

g2500354 

480 

2.0e-48 

117 

79 

60S RIBOSOMAL 
(AB001891) QM 



PROTEIN L10 (EQM) >gi_1902894_dbj JBAA194 62_ 
family protein [Solanum melongena] 



37195 

LIB3072-044-Q1-K1-C6 

BLASTX 

g4539307 

150 

6.0e-10 

71 

46 

(AL049480) 
thaliana] 



putative acidic ribosomal protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37196 

LIB3072-044-Q1-K1-D10 

BLASTX 

g4454464 

147 

2.0e-12 

46 

83 

(AC006234) unknown protein [Arabidopsis thaliana] 



5706 



II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



37197 

LIB3072-044-Q1-K1-D2 

BLASTN 

g2270991 

106 

1.0e-52 

266 
85 

Glycine max metallothionein-II protein mRNA, complete cds 
37198 

LIB3072-044-Q1-K1-D5 

BLASTN 

g2924257 

40 

5.0e-13 

244 
83 

Tobacco chloroplast genome DNA 
37199 

LIB3072-044-Q1-K1-E3 

BLASTX 

g3176098 

188 

4.0e-14 

139 

40 

(Y15036) annexin [Medicago truncatula] 
37200 

LIB3072-044-Q1-K1-E7 

BLASTN 

g!8571 

164 

2.0e-87 

236 

92 

G.max D-II mRNA for proteinase isoinhibitor D-II 
37201 

LIB3072-044-Q1-K1-F8 

BLASTN 

gl8571 

103 

8.0e-51 

315 

83 

G.max D-II mRNA for proteinase isoinhibitor D-II 
37202 

LIB3072-044-Q1-K1-G12 

BLASTN 

gl8571 

144 

3.0e-75 
280 



5707 




-5 identity 


Q Q 
OO 


1NL,dX JJcbOIipLlUIl 


(~l m a "v V) T T mPTvJZi f nr nrnfoi nac;p -1 opi'i ri Vi i i for D— T T 

O • ILLclJi L/ XX lUI\.lN.rt. LUI piU LdllluOC 10U1U111JJ1 L-ul J-' -L -L 


Seq. No. 


T7 0 A "3 

o / ZUo 


beq. id 


XjXDjU /Z U^±f± yl x\x uO 




JDXirio 1 IN 


JNUbl bl 


«OC^^ O Q 

gZ004Zo 


BLAST score 


294 


E value 


1.0e-164 


Match length 


Jo O 


% identity 




NCBI Description 


Kilo (is.1 1 o+; — Kunic z trypsin inniDiror Lsoyoeans/ uart 




rOiIcSL/ lllr\.iNi-i. / iz llLj 


Seq. No. 


J /ZU4 


oeq. lu 


T TR^O.79 — H dd— HI — T^l — H7 

xjxdou / z yi ui n / 


Method. 


DJLirio I In 


NCBI GI 


g288618 


BLAST score 


127 


E value 


4 . ue-oo 


Match length 


ZD/ 


% identity 


O *"7 


NCBI Description 


o.max Kjo u xx gene lor proteinase xiiiixjljxt_ox u xx 


Seq. No. 


o /zub 


Seq. ID 


LlbJU /Z-U4 b-yl— J\I-A11 


Method 


DXi/iO 1JN 


NCBI GI 


gl8769 


BLAST score 


58 


E value 


4 . Ue-z4 


Match length 


190 


% identity 


83 


jnld! Description 


(a. max BiKiNA ii- a ror j\unitz trypsin mnioii-or suDtype 


Seq. No. 


o /zUo 


beq. ID 


lilboU /z— U4 o— yi-j\i— AO 


jxl© cnoa 


JDixfiO 1 IN 


NCBI GI 


gl8571 


BLAST score 


257 


E value 


1 . Oe-142 


Match length 


o o c 

Jzo 


% identity 


95 


NCBI Description 


G.max D~II mRNA for proteinase isoinhibitor D — II 


Seq. No. 


5 fZu I 


beq. lu 


LIdjU /z — U4o yi — l\l~nb 


Method 


rSLfiolN 


NCBI GI 


gl8571 


BLAST score 


61 


E value 


Q Art 


Match length 


189 


% identity 


83 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor D-II 


Seq. No. 


37208 


Seq. ID 


LIB3072-046-Q1-K1-C3 


Method 


BLASTX 



5708 



# 



NCBI GI 


g531829 


BLAST score 


141 


E value 


7.0e-09 


Matrh lencrrh 


89 


% \ Hpnt i i~ \T 

O X UCil i— x l. _y 


40 




(U123901 beta— aalactosidase aloha neotide rclonincr vector 




oSoort 1 1 




379DQ 

J / U -7 




LIB3072-04 6-O1-K1-C7 


Method 


BLASTX 


NCBI GI 


g81811 


BLAST score 


195 


E value 


4.0e-15 


Matph 1 pncrth 

L -XC»X Vw^ X X JL- \s X X v-^ lw X X 


118 


?; i H pti 1~ i 1~ v 


41 




ri hoQnnia 1 nrrifpi n ^11 — ^rji/bf^^n ( "Fvprrme^ri t ) !>n"i 1700^4 
x luuo uiiLdX piULCiu 0 1 x ou_yjjcci.ii ^ J- J- ayuicii. l / -"^ y x ± f vuui 




(M31024) ribosomal Drotein Sll FGlvcine maxl 


Can KTn 




Seq. ID 


LIB3072-04 6-O1-K1-D2 


Method 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


312 


J-_i V O. J- LLv> 


1 . Oe-175 


ria Lun xtuiyt-ii 




15 XU.eliLXL.y 




Klf RT Ploc<"«T*n r^+" t nn 
isV^LOX Ucot/IiptlUii 


mav Pi— TT rnT?T\TZl ~F r\y nrAfpi na cp i cni nViiV^i IriT" Pi— TT 
O • lLLa.2i U XX ILLIMNri lUI piULCluaoc loUllUHJJl UUI U XX 


C £i /^r Ma 
OCVj • INC? • 




Otrv^ . X LV 


lilD JU / £, U^U X IXX U/ 


Kit? UilUU. 


IDXiriO 1A 


MCRT GT 

INV^DX OX 


y ^1 u \j _? / 


DJJXlO 1 JUUIC 


X 1 J 


Hi ValUC 




Matph 1 f^ncrth 


54 


% identitv 


52 


NCRT npsrri T}i"i on 


40S RIBOSOMAL PROTEIN S29 >ai 631884 nir S30298 ribosomal 








coq _ hnm^n >rn S71 33~pmh PflA4"l77ft fVSQO'ilj rTbn«!nmal 

Oj£ _? 11 LU.LLd.il X J / IJ J C1LUJ ^J-Lrlri X/ZO l,Zi*J_?\J.JX ,/ X 1JJUD VJlLLa X 




nrotpin rR^-Ptn<; norvpfri ni^l >rrT ^^0027 frJ14Q73^ 




ribosomal orotein S29 THomo saoiensT >ai 1220361 (L31610) 




homologous to antisense sequence of krev-1, anti oncogene 




[Homo sapiens] >gi_1220418 (L31609) S29 ribosomal protein 




TMn^ TTin^rnlnql >ai 1^1 3230 t / TJfifi372^ ribosomal nrotein S29 




[DUO L-dLlXLLOj /yl 1 U J U ^4 J L/X X jI. 11 Jd. UUil X XJJvJOUlLlCli. pi, U UCXli 








X XJJUoUillciX pxUUfcJXII 0£-/ 


ocq • INU . 


070 -1 9 


Seq. ID 


LllDJU / VJ 1 U 1^ X £VX Hi X 


Method 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


172 


E value 


5.0e-92 


Match length 


244 


% identity 


95 



5709 



NCBI Description G.max D-II mRNA for proteinase isoinhibitor D-II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity > 

NCBI Description 



37213 

LIB3072-046-Q1-K1-E2 

BLASTN 

g288618 

268 

1.0e-149 

329 

96 

G.max GB-D-II gene for proteinase inhibitor D-II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37214 

LIB3072-046-Q1-K1-E3 

BLASTN 

gl8769 

77 

3.0e-35 

267 

90 

G.max mRNA Ti-a for Kunitz trypsin inhibitor subtype A 
37215 

LIB3072-046-Q1-K1-E5 

BLASTN 

g2879810 

169 

4.0e-90 

333 

88 

Lupinus luteus mRNA for ribosomal protein L30 
37216 

LIB3072-046-Q1-K1-F7 

BLASTX 

g548852 

148 

6.0e-10 

45 

62 

40S RIBOSOMAL PROTEIN S21 >gi_4 81227_pir S38357 ribosomal 

protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 
subunit ribosomal protein [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37217 

LIB3072-047-Q1-K1-A3 

BLASTN 

gl8771 

38 

3.0e-12 

38 
100 

G.max mRNA Ti-b for Kunitz trypsin inhibitor subtype B 



Seq. No. 
Seq. ID 
Method 



37218 

LIB3072-047-Q1-K1-C2 
BLASTX 



5710 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 



gl25722 
191 

1.0e-14 

83 

49 

KUNITZ-TYPE TRYPSIN INHIBITOR KTI1 PRECURSOR 

>gi_81814_pir JQ1091 trypsin inhibitor KTil (Kunitz) - 

soybean >gi_256635_bbs_115028 (S45035) Kunitz trypsin 
inhibitor KTil [soybeans, Peptide, 203 aa] [Glycine max] 



Seq. No. 


37219 


Seq. ID 


LIB3072-047-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


307 


E value 


1. Oe-172 


Match length 


407 


% identity 


94 


NCBI Description 


G.itiax GB— D— II gene for proteinase inhibitor 


Seq. No. 


37220 


Seq. ID 


LIB3072-047-O1-K1-D7 


Method 


BLASTN 


NCBI GI 


gl8540 


BLAST score 


88 


E value 


9 . 0e-42 


Match length 


162 


X> XUCHLl L y 


O -7 


NCBI Descrintion 


CZ ttipv RRT iriRWZi -Fr\ y~ nrnhoinaca n *n Vi 4 -i +* ^ v* 

\J • iUQA DDI lLLI\J.iIra J.UJL piUUClilaoC J.X1X1XJJX LvJX. 




■J / ^. Z. JL 


Seq. ID 


LIB3072-047-O1-K1-E6 


Method 


BLASTX 


NCBI GI 


gl326161 


BLAST score 


197 


E value 


2.0e-15 


Match length 


61 


% identity 


75 


NCBI Description 


(U54703) dehydrin [Phaseolus vulgaris] 


Seq. No. 


37222 


Seq. ID 


LIB3072-047-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3688162 


BLAST score 


164 


E value 


2.0e-ll 


Match length 


63 


% identity 


65 


NCBI Description 


(AJ009672) centrin [Arabidopsis thaliana] 



Seq. No. 37223 

Seq. ID LIB3072-049-Q1-K1-A3 

Method BLASTN 

NCBI GI gl8571 

BLAST score 38 

E value 4.0e-12 

Match length 166 



5711 



% identity 81 

NCBI Description G.max D-II mRNA for proteinase isoinhibitor D-II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity ' 

NCBI Description 



37224 

LIB3072-049-Q1-K1-C4 

BLASTN 

g256428 

371 

0.0e+00 

389 

99 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37225 

LIB3072-049-Q1-K1-C5 

BLASTN 

g256428 

178 

1.0e-95 

256 
93 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 

37226 

LIB3072-049-Q1-K1-D2 

BLASTN 

gl70067 

55 

1.0e-22 

103 

88 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 

37227 

LIB3072-04 9-Q1-K1-E6 

BLASTN 

g256428 

121 

8.0e-62 

195 

91 

KTi3 (KTi3+)^Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 

37228 

LIB3072-049-Q1-K1-H6 

BLASTN 

g256428 

226 

1.0e-124 

292 

95 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



5712 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37229 

LIB3072-050-Q1-K1-B10 

BLASTX 

g422270 

222 

5.0e-31 

107 
67 

ubiquitin / ribosomal protein CEP52 - Sauroleishmania 
tarentolae >gi_312486_emb_CAA5154 9_ (X73118) 
ubiquitin-fusion protein [Leishmania tarentolae] 



Seq. No. 37230 

Seq. ID LIB3072-050-Q1-K1-B11 

Method BLASTN 

NCBI GI g288618 

BLAST score 64 

E value 2.0e-27 

Match length 90 

% identity 93 

NCBI Description G.max GB-D-II gene for proteinase inhibitor D-II 

Seq. No. 37231 

Seq. ID LIB3072-050-Q1-K1-B5 

Method BLASTN 

NCBI GI gl69972 

BLAST score 287 

E value 1.0e-160 

Match length 351 

% identity 96 

NCBI Description Soybean glycinin A-la-B-x subunit mRNA, complete cds 

Seq. No. 37232 

Seq. ID LIB3072-050-Q1-K1-C11 

Method BLASTN 

NCBI GI g!8571 

BLAST score 376 

E value 0.0e+00 

Match length 399 

% identity 98 

NCBI Description G.max D-II mRNA for proteinase isoinhibitor D-II 

Seq. No. 37233 

Seq. ID LIB3072-050-Q1-K1-D10 

Method BLASTN 

NCBI GI g288618 

BLAST score 365 

E value 0.0e+00 

Match length 410 

% identity 98 

NCBI Description G.max GB-D-II gene for proteinase inhibitor D-II 



Seq. No. 37234 

Seq. ID LIB3072-050-Q1-K1-E2 

Method * BLASTN 

NCBI GI g288618 



5713 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



295 

1.0e-165 

334 

97 

G.max GB-D-II gene for proteinase inhibitor D-II 
37235 

LIB3072-050-Q1-K1-F6 

BLASTN 

gl8571 

35 

1.0e-10 

115 
83 

G.max D-II mRNA for proteinase isoinhibitor D-II 
37236 

LIB3072-050-Q1-K1-G6 

BLASTN 

g!8571 

66 

6.0e-29 

166 

85 

G.max D-II mRNA for proteinase isoinhibitor D-II 
37237 

LIB3072-050-Q1-K1-G8 

BLASTN 

gl2139 

84 

1.0e-39 

184 

87 

Pea plastid genes rps2, atpl, atpH, atpF, atpA, trnR and 
trnG coding for ribosomal protein S2, one CF(1) and three 
CF(O) subunits of ATP synthase and tRNA-Arg and tRNA-Gly 



Seq. No. 


37238 


Seq. ID 


LIB3072-051- 


Method 


BLASTN 


NCBI GI 


gl277163 


BLAST score 


225 


E value 


1.0e-123 


Match length 


277 


% identity 


95 


NCBI Description 


Glycine max 


Seq. No. 


37239 


Seq. ID 


LIB3072-051 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


241 


E value 


1.0e-133 


Match length 


295 


% identity 


96 


NCBI Description 


G.max GB-D- 



5714 



Seq. No. 


37240 








Seq. ID 


LIB3072-051-Q1-E1-E8 








Method 


BLASTN 








NCBI GI 


g288618 








BLAST score 


268 








E value 


1.0e-149 








Match lenath 


323 








% identity 


96 








NCBI Description 


G.max GB-D-II gene for proteinase 


inhibitor 


D- 


•II 


Seq. No. 


37241 








Sea. ID 


LIB3072-052-Q1-E1-A11 








Method 


BLASTN 








NCBI GI 


gl055367 








BliAST score 


163 








£ value 


1.0e-86 








M^1"ph 1 pnrrtVi 


295 








?; i dent i t v 


89 








NCBI Descriotion 


Glycine max ribulose-1, 5-bisphosphate carboxylase 




rin V*i i 4- rift "D M 7\ /-i /~\Tn t*v I ^ "H A one 
SUJjUlllL IU£\lNrif CQXlipxcLc tub 








Sea No. 










Sea ID 










Method 


JDixfiO 1 IN 








NCBI GI 


g288618 








BLAST score 


140 








i_i v ax u. 


/ . ue / 3 


















O -X- \JL5^ Jf 


o c 
oo 










kj m It Id 21 uD U 11 m till^ lul piULcXilaoc 


XlillXUX L.L/X 


D- 


-II 


Sea No 


37243 








JCv^ . X U 


LIB3072-052-Q1-E1-D3 








Method 


BLASTN 








NCBI GI 


g288618 








BLAST score 


221 








±_i v a J.uc 


1.0e-121 








Mai~pVi 1 pnrri~hi 


301 








% identitv 


93 










G.max GB-D-II gene for proteinase 


inhibitor 


D- 


-II 


Sea No 


37244 








Seq. ID 


LIB3072-052-Q1-E1-D8 








Method 


BLASTN 








NCBI GI 


g288618 








BLAST ^rore 


375 








J_> V QX LLC 


0. 0e+00 








Lrici L. Ul 1 Xv3i.lLJL.li. 


399 








% identity 


98 








LNl^DX UCoLfl Xfcs U XU1X 


G.max GB-D-II gene for proteinase 


inhibitor 


D- 


-II 


Seq. No. 


37245 








Seq. ID 


LIB3072-053-Q1-E1-A2 








Method 


BLASTX 








NCBI GI 


g2253442 








BLAST score 


231 









5715 




Ti 1 1 IIP 
J— i V Ct JL LLC 


3. Oe-19 




55 




64 




(AFfin77fi4^ T.TrORll fLavatera thurinaiacal 




37246 


S p> rr T D 


LIB3072-053-Q1-E1-A8 




BLASTN 


NCBI GI 


g288618 


BLAST score 


350 


Hj Vol Lit; 




l v JaX-CIl Icily LI1 


382 




_? 0 


NPRT Dp^pyi r>t i on 

LM \_r U X X/ W O X J- k>r _t_ V_/ 1 J. 


G.max GB-D-II gene for proteinase inhibitor D-II 


OeCJ. 1NU * 


"37947 




LIB3072-053-O1-E1-C7 




BLASTN 


NCBI GI 


g531828 


BLAST score 


46 


IT TT3 1 no 

Hj Value 


4 Oe-17 


LYIclT.Cli lcliy til 


Q4 


Q. y^V +» ^ ^TT 

•3 laencxLy 


R7 


NFfRT Da^rri t\Y t on 


nonina vector r>SDortl# coitiolete cds 


oeq. NO, 


O / ^. ft O 


Cpa TPl 
Otsq. 1U 


T,TB^072-Q53-Ol-El-D12 










BLAST score 


374 


E value 


0.0e+00 


i*iatcn Xcxiyt.li 


404 


% identity 


JO 


nldI uescrxpi. ion 


"K'T 1 t *5 / PTTt ^ — Tfnn i t* 7 +■ r*\rn«? "in i nhi hi fnr f sovbp^ns . 

i\i 1 j \ul i jt y — rvLlllx L. i* tiypo±ii lumuiuui i_ cu_ywcano / 




rnrrpqf ttiRNFA 12 59 nt 1 


oeq • ino . 


O / z ft 




LIB3072-053-O1-E1-G5 




RTiASTN 


NCBI GI 


gl8571 


BLAST score 


137 




^ Do-71 
0 • uts / X 


naucii leng tn 


9 m 




Q9 




TTia v n— T T mRNA "For* nrnfpi nasp isoinhibitor D-II 


oeq. ino. 










OxjjMO X IN 


NCBI GI 


g531828 


BLAST score 


33 


F. va 1 iip 

J_J V U-LU^ 


3.0e-09 


Match length 


73 


% identity 


86 


NCBI Description 


Cloning vector pSportl, complete cds 


Seq. No. 


37251 



5716 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3072-053-Q1-E1-H8 

BLASTX 

gl35859 

140 

7.0e-09 

52 
62 

TONOPLAST INTRINSIC PROTEIN, ALPHA (ALPHA TIP) 

>gi_282919_pir S26742 tonoplast intrinsic protein - kidney 

bean >gi__21055_emb_CAA44 669_ (X62873) tonoplast intrinsic 
protein [Phaseolus vulgaris] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37252 

LIB3072-054-Q1-E1-B10 

BLASTN 

gl8608 

77 

2.0e-35 

189 

85 

Glycine max mRNA for glycinin >gi_2170693_dbj__E024 62_E024 62 
cDNA encoding glycinine subunit A2Bla precursor 



Seq. No. 


37253 


Seq. ID 


LIB3072-054-Q1-E1-B7 


Method 


"DT A CTTNT " 


NCBI CjI 


gibyy / z 


BLAST score 


o o o 


Hi V ciJ_ lie 


1 Ho— 1 9 R 

X . UC X c. -3 


Match length 


280 


% identity 


95 


NCBI Description 


Soybean glycinin A-la-B-x subunit mRNA, complete 


Seq. No. 


37254 


Seq. ID 


LIB3072-054-Q1-E1-C10 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


324 


E value 


0.0e+00 


Match length 


364 


% identity 


97 


NCBI Description 


G.max GB-D-II gene for proteinase inhibitor D-II 


Seq. No. 


37255 


Seq. ID 


LIB3072-054-Q1-E1-C7 


Method 


BLASTN 


NCBI GI 


g!8571 


BLAST score 


321 


E value 


0.0e+00 


Match length 


353 


% identity 


98 


NCBI Description 


G.max D-II mRNA for proteinase isoinhibitor D-II 


Seq. No. 


37256 


Seq. ID 


LIB3072-054-Q1-E1-D10 


Method 


BLASTN 


NCBI GI 


g!8769 



5717 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



142 

3.0e-74 

194 
93 

G.max mRNA Ti-a for Kunitz trypsin inhibitor subtype A 
37257 

LIB3072-054-Q1-E1-E3 

BLASTN 

gl!41781 

118 

9.0e-60 

260 

73 

Vigna radiata EM protein mRNA, complete cds 
37258 

LIB3072-054-Q1-E1-E4 

BLASTN 

g288618 

132 

3.0e-68 

227 

90 

G.max GB-D-II gene for proteinase inhibitor D-II 
37259 

LIB3072-054-Q1-E1-F9 

BLASTX 

g!657621 

337 

9.0e-32 

108 

61 

(U72505) G6p [Arabidopsis thaliana] >gi_3068711 (AF049236) 
putative acyl-coA dehydrogenase [Arabidopsis thaliana] 

37260 

LIB3072-054-Q1-E1-H3 

BLASTN 

g256428 

292 

1.0e-163 

353 
96 

KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 

37261 

LIB3072-054-Q1-E1-H4 

BLASTN 

g927574 

44 

8.0e-16 

48 

98 

Glycine max williams alpha galactosidase mRNA, complete 



5718 



cds. >gi_2086979_gb_I36466_I36466 Sequence 8 from patent US 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37262 

LIB3072-055-Q1-K1-A6 

BLASTN 

g288618 

198 

1.0e-107 

285 
92 

G.max GB-D-II gene for proteinase inhibitor D-II 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37263 

LIB3072-055-Q1-K1-B11 

BLASTN 

g256428 

124 

1.0e-63 

218 

89 

KTi3 (KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37264 

LIB3072-055-Q1-K1-C11 

BLASTN 

g288618 

339 

0.0e+00 

369 

98 

G.max GB-D-II gene for proteinase inhibitor D-II 
37265 

LIB3072-055-Q1-K1-C12 

BLASTN 

g288618 

38 

4.0e-12 

130 

87 

G.max GB-D-II gene for proteinase inhibitor D-II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37266 

LIB3072-055-Q1-K1-F5 

BLASTN 

g256428 

263 

1.0e-146 

356 

94 

KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest,* mRNA, 1259 nt] 



Seq. No. 
Seq. ID 
Method 



37267 

LIB3072-055-Q1-K1-G4 
BLASTN 



5719 



NCBI GI 


al69928 


BLAST score 


83 


E value 


3.0e-39 


M^1~phi 1 pnntbi 

Liu L oil Uli 


163 


& i Honf T +" \7 


88 


Mf^*RT Ho c o >~ "i 0"f~ i on 


m vpi np 17133? ^5 1 nhp * — t vdp fopta conalvcinin storacre 




gene, complete cds, clone ch4A 


L_) * IN V . 


37268 


Sea ID 


LIB3072-055-Q1-K1-G7 


Method. 


BLASTN 


NCRT GT 


a256428 


BLAST score 


228 


E value 


1.0e-125 


IVtaiT'h* 1 pnn"t~ht 


312 


& -! r] tin t" l 1"U 
o xv^id-iux l. y 


95 




KTi "3 ( KTi ^ =Knn i t" 7 trvn^in inhirntor [sovbeans. 




Forrest, mRNA, 1259 nt] 


Qppr KTo 


37269 


Seq, ID 


LIB3072-055-Q1-K1-H8 


Moi - n oH 




NCBI GI 


gl8571 


BLAST score 


156 


Hi Value 


1 Dp-R? 


^ ^ f% r\ 1 /~ v 4~~ p"i 


1 fi4 


3- n /~J /~\t^ +- n 4-tr 


_? o 




n Trie's? D— TT mRNA fnr nrotpinasp isoinhibitor D— II 


C q /-f Mo 
oeq . INO . 


O / / u 


q P a TD 

O *3 v-4 • -5~ J—/ 


LIB3072-056-O1-K1-C3 


MpthnH 


BLASTN 


lN^Ol Ul 




BLAST score 


194 


E value 


1.0e-105 


Ma +■ oh 1 fin rr+" h 






89 


VTO "D T nQCfK*l ttI"" 1 OT"l 

LNUDl UcoOXipLlUil 


TfTi "3 f "PTT i *^4- ^ ="Ffnn t t" 7 ~\~ r*\n^«! in "i nh"ihi fnr* T ^nvhpan *^ - 

J\l U ^IViiJT j — X\LtillL.^i LI ypDiil XUlllJJX LU1 |_ ovJy'i^v^a.ilO /■ 




Forrest mRNA, 1259 nt 1 






Seq, ID 


LTB3072-056-O1-K1-C4 


Mpthod 


BLASTN 

i j i JrAt j x li 


NCBI GI 


gl8571 


BLAST score 


218 


Hi vaiuc 




l v laXOXl leiiyxii 


^ _?o 


9- t Ht^n i — i "f" \/ 




XTfRT Pio cor"? 7~\ - f - T An 


(2 mav H— TT mPKIfl "For* o rnf" ai naep "i qoi nh i h"i fnr D— TT 


C p/» >Jo 




Seq. ID 


LIB3072-056-Q1-K1-D6 


Method 


BLASTN 


NCBI GI 


gl69944 


BLAST score 


145 


E value 


6.0e-76 


Match length 


269 



Dare and 



Dare and 



5720 




?; i Hpnt it V 


90 


NCBI Description 


Soybean protease inhibitor C-II mRNA, complete cds 




37273 


Seq. ID 


LIB3072-056-Q1-K1-F5 


L v lc UIIUlA 


BLASTX 


NCBI GI 


g585963 


BLAST score 


211 


E value 


5.0e-17 


Match 1 pncrth 


64 


@r i Hpnf "i t v 


66 


NCBI Description 


PROTEIN TRANSPORT PROTEIN SEC61 GAMMA SUBUNIT 


OCU i LN L^ . 


37274 


Sea ID 


LIB3072-056-Q1-K1-G12 




BLASTN 


NCBI GI 


g288618 


BLAST score 


368 


j_t v a j_ Lie 


0 . 0e+00 


MtatpVi "1 print hi 

LlCLLL^ll J- ~ny L.11 


413 


9r i HpttI" i 1"v 
X» 1UCULX u_y 


97 


NCBI Descriotion 


G.max GB-D-II gene for proteinase inhibitor D-II 




37275 


Qprr TD 


LIB3072-056-Q1-K1-H10 


jyietnoci 


DllrlO J- LM 


NCBI GI 


gl8571 


BLAST score 


44 


T** va 1 tip 

S-j Vul LLC 


1 . Oe-15 


Lid LL*li -L ~ 1 iy L.11 


239 


%. "i H pn -t— -5 +• \t 
O XLACIl L -L L.y 


80 


NCBI Descriotion 


G.max D-II mRNA for proteinase isoinhibitor D-II 




37276 


Sea ID 


LIB3072-057-Q1-K1-A1 


Mot* Vi nH 


BLASTN 


NCBI GI 


gl8571 


BLAST score 


371 


F. v?) lnp 

1>J V CL — i- U-i ^— * 


0 . 0e+00 


Mafph 1 Pnrri*h 

L la L Li 1 ±vlly Lil 


400 


S; t Hprii" l i"\7 

O J_ UCll L. -L. L, jf 


98 


"MPRT np^rrinti on 

lllLDi JJCOUlipLiUll 


G.max D-II mRNA for proteinase isoinhibitor D-II 


OcL|. 1M LJ • 


37277 


Sea ID 


LIB3072-057-Q1-K1-B8 


Tl/I a +~ Vi 

i v ie Lnoci 


Dlinu X /\ 


NCBI GI 






a. i j 


E value 


3.0e-21 


Match length 


64 


% identitv 


72 


NCBI Description 


CYTOCHROME CI, HEME PROTEIN PRECURSOR (CLONE PC13III 


>gi 21439 emb_CAA44055_ (X62124) cytochrome cl [Sola 




tuberosum] 


Seq. No. 


37278 


Seq. ID 


LIB3072-057-Q1-K1-D8 



5721 











NCBI GI 


gl8571 






BLAST score 


82 






E value 


^ • Uc jo 






Match length 


9 






% identity 




i qni nhibitor D— 




iNUisi uescripi,ion 


O . ILLdiS. U XX JLLLC\LNrt iUI ylULClUGOC 


II 


beq. wo . 


^7 07Q 






beq. id 


XiXlJ JU / U ~J / Si- 1 - rvx DJ 






ixie l nou 








NCBI GI 


g!8571 






BLAST score 


369 






hi value 


n no-i-on 

U ■ UctUU 






Match length 


A 90 






% identity 


Q7 


i son nhihitoT D- 




DJUiDi uescripLion 


f2 mav H-TT mRNTZ\ "For* t>t*0"I~ "n^ 
• ILtdA. Lf XX JLUiMNrr xvjx yiw iciiiaoc 


II 


beq. wo. 


"57 9 ft n 






oeq. iu 


lilD JU / t< \J *J f Sd- 1 - -C^-X HO 






i v ier.noa 


DXifio 1 IN 






NCBI GI 


g2879810 






BLAST score 


72 






E value 


2.0e-32 






Match length 


171 






^ identity 


87 






NCBI Description 


Lupinus luteus mRNA for ribosomal protein L30 




Seq. No. 


37281 






beq. ijj 


LIB3072-057-Q1-K1-G8 






Method 


BLASTN 






NCBI GI 


gl8571 






BLAST score 


68 






E value 


6.0e-30 






Match length 


263 






% identity 


83 






iNL-Dl UcoCiiptlUIl 


G.max D-II mRNA for proteinase 


isoinhibitor D- 


-II 


beq. wo. 


37282 






oeq. lu 


LIB3072-057-Q1-K1-H3 








BLASTN 






NCBI GI 


gl8571 






BLAST score 


72 






ji vaiue 


2.0e-32 






Match length 


143 






% identity 


91 






jNUoi Description 


G.max D-II mRNA for proteinase 


isoinhibitor D- 


-II 


Seq. No. 


37283 






beq. lu 


LIB3072-057-Q1-K1-H4 






Method 


BLASTX 






MPD T (IT 


g3914535 






BLAST score 


176 






E value 


5.0e-13 






Match length 


64 






% identity 


58 






NCBI Description 


60S RIBOSOMAL PROTEIN L13A >gi 


_2 7 9 1 9 4 8_emb_C AA1 1 2 8 3_ 



5722 



(AJ223363) ribosomal protein L13a [Lupinus luteus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37284 

LIB3072-058-Q1-K1-C10 

BLASTN 

g288618 

358 

0.0e+00 

389 

98 

G.max GB-D-II gene for proteinase inhibitor D-II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37285 

LIB3072-058-Q1-K1-D10 

BLASTX 

g3492806 

356 

5.0e-34 
101 
65 

(AJ225045) 
domestical 



adventitious rooting related oxygenase [Malus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37286 

LIB3072-058-Q1-K1-D9 

BLASTN 

g256428 

377 

0.0e+00 

410 

99 

KTi3 {KTi3+)=Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



37287 

LIB3072-058-Q1-K1-G9 

BLASTN 

g288618 

287 

1.0e-160 

350 
96 

G.max GB-D-II gene for proteinase inhibitor D-II 
37288 

LIB3072-059-Q1-K1-A2 

BLASTN 

g288618 

144 

3.0e-75 

276 

88 

G.max GB-D-II gene for proteinase inhibitor D-II 
37289 

LIB3072-059-Q1-K1-A7 
BLASTX 



5723 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4455235 
157 

7.0e-ll 

63 

48 

(AL035523) PROTEIN TRANSPORT PROTEIN SEC61 GAMMA 
SUBUNIT-like [Arabidopsis thaliana] 

37290 

LIB3072-059-Q1-K1-B2 

BLASTX 

g2129842 

232 

1.0e-19 

73 

56 

SE60 protein - soybean >gi_509769_emb_CAA7 9164_ (Z18359) 
seed-specific low molecular weight sulfur-rich protein 
[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37291 

LIB3072-059-Q1-K1-C3 

BLASTX 

g4191788 

285 

1.0e-25 

119 

51 

(AC005917) putative 1-aminocyclopropane-l-carboxylate 
oxidase [Arabidopsis thaliana] 

37292 

LIB3072-059-Q1-K1-C9 

BLASTN 

g256428 

350 

0.0e+00 

368 

99 

KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37293 

LIB3072-059-Q1-K1-D4 

BLASTN 

g288618 

355 

0.0e+00 

382 

98 

G.max GB-D-II gene for proteinase inhibitor D-II 
37294 

LIB3072-059-Q1-K1-E5 
BLASTN 
g34518 ' 
.62 



5724 



E value 
Match length 
% identity 
NCBI Description 



1.0e-26 

194 
83 

Human mRNA for MDNCF (monocyte-derived neutrophil 
chemotactic factor) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37295 

LIB3072-059-Q1-K1-E6 

BLASTX 

g4103342 

436 

3.0e-43 

120 
75 

(AF022377) agamous-like putative transcription factor 
[Cucumis sativus] 

37296 

LIB3072-059-Q1-K1-F10 

BLASTX 

g3643595 

214 

4.0e-17 

90 
47 

(AC005395) putative oleosin protein [Arabidopsis thaliana] 
37297 

LIB3072-059-Q1-K1-F8 

BLASTN 

g256428 

100 

5.0e-49 

236 

86 

KTi3 (KTi3+)-Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 


37298 


Seq. ID 


LIB3072-060- 


Method 


BLASTN 


NCBI GI 


g2055227 


BLAST score 


259 


E value 


1.0e-144 


Match length 


330 


% identity 


95 


NCBI Description 


Glycine max 


Seq. No. 


37299 


Seq. ID 


LIB3072-060 


Method 


BLASTN 


NCBI GI 


g288618 


BLAST score 


237 


E value 


1.0e-131 


Match length 


293 


% identity 


95 


NCBI Description 


G.max GB-D- 



5725 





37300 






OSCJ. ID 


illD JU / Z, V> U \J \s X J- X W 






Method 


BLASTN 






NCBI GI 


g288618 






jjxi.rt.kj 1 ouuic 


299 






TP TT T 1 11 /T\ 

Hi ValUc 


i n^~i 67 






Tuf — i 4— Vi 1 on /"f^ Vi 

L v laT-Cn leiigi-il 


O -7 -/ 






% A Hont H -t - \7 
o _L kjlcli 1 — l 


94 


inhibitor 






G.itiax GB-D-II gene for proteinase 


D-II 


o ^ • IN \J • 


37301 






beq. Lu 


T,TR^D72-061-Ol-Kl-C10 






Method 


BLASTN 






NCBI GI 


g288618 






Jjxj.rl.bx DbUIc 


"31 ft 






E value 


X > Uc X / -? 






jxiar.cn lengtn 








-6 iaent.iL.y 


-70 


inhibitor 


D-II 


lN^,Jjx UcoCI JLp U1\JI1 


tti^v c\K— D— TT rr^np for oroteinase 


o e q . in o . 


37302 






beq. XJJ 


T TR^n79-0fi1 -01 -K1-C6 

JjID JU / i. U U X W- 1 - i^-- 1 - v-'^J 






Method 


BLASTN 






NCBI GI 


g288618 














E value 


1 0^-1 7S 






Match length 


jji 






o _LvJ.CIl L- -L L*_y 


97 


inhibitor 


D-II 


Ntoi uescripnon 


CZ ma v f^R— n— T T Cff±r\c* "FnT* DT"of Pin3S6 

\3 • iLLcijrL uD U XX UC11C XWX yj. v L.C j.iiuij^ 


beq. wo . 


37303 






beq. lu 


T.TR?n79-Dfi1 -Ol -K1-F12 

JjID JU / t. U Ul Sd- 1 - Jt^X J — L £j 






Method 


BLASTN 






NCBI GI 


g256428 






BLAST score 


297 






n« vame 


1.0e-166 






Match length 


323 






% identity 


98 






In^IjI uuol.1 ip L- XUil 


KT13 {KTi3+)=Kunitz trypsin inhibitor [soybeans, 


Forrest, mRNA, 1259 nt] 






Sea No. 


37304 






Seq. ID 


LIB3072-061-Q1-K1-F2 






Method 


BLASTN 






NCBI GI 


g256428 






BLAST score 


330 






E value 


0.0e+00 






Match length 


352 







% identity 99 

NCBI Description KTi3 (KTi3+) =Kunitz trypsin inhibitor [soybeans, Dare and 
Forrest, mRNA, 1259 nt] 



Seq. No. 37305 

Seq. ID LIB3072-061-Q1-K1-F3 

Method BLASTX 

NCBI GI gl24224 



5726 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



223 

2.0e-18 

96 
51 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi 100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA45105__ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



37306 

LIB3073-001-Q1-K1-A6 

BLASTX 

g2739375 

141 

8.0e-09 

46 

63 

(AC002505) unknown protein [Arabidopsis thaliana] 
37307 

LIB3073-001-Q1-K1-B11 

BLASTN 

gl055367 

73 

7.0e-33 

321 

81 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA/ complete cds 

37308 

LIB3073-001-Q1-K1-D1 

BLASTN 

gl69974 

162 

4.0e-86 

173 

99 

Glycine max vspA gene, complete cds 
37309 

LIB3073-001-Q1-K1-D7 

BLASTN 

gl70089 

74 

1.0e-33 
213 
84 

G.max vegetative storage protien mRNA (VSP27 ] 
37310 

LIB3073-001-Q1-K1-F11 
BLASTN 
g!69974 
158 

8.0e-84 
221 



complete cds 



5727 



% identity 94 

NCBI Description Glycine max vspA gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37311 

LIB3073-001-Q1-K1-F7 

BLASTN 

gl8741 

148 

7.0e-78 

219 

93 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37312 

LIB3073-001-Q1-K1-H6 

BLASTN 

gl70057 

186 

1.0e-100 

222 
96 

Soybean ribulose 1, 5-bisphosphate carboxylase small subunit 
(SRS4) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37313 

LIB3073-002-Q1-K1-A10 

BLASTX 

gll73027 

146 

1.0e-09 

51 

61 

60S RIBOSOMAL PROTEIN L31 >gi_915313 
protein L31 [Nicotiana glutinosa] 



(U23784) ribosomal 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37314 

LIB3073-002-Q1-K1-B5 

BLASTN 

gl69974 

131 

1.0e-67 

290 

88 

Glycine max vspA gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37315 

LIB3073-002-Q1-K1-B8 

BLASTN 

g456567 

36 

6.0e-ll 

52 
92 

Pisum sativum ubiquitin conjugating enzyme 
cds 



(UBC4 ) , complete 



5728 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37316 

LIB3073-002-Q1-K1-C2 

BLASTN 

gl055367 

78 

6.0e-36 

238 
83 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 





37317 






oc4« -i- i/ 


LIB3073- 


■002- 


■Q1-K1-C5 


Method 


BLASTN 






NCBI GI 


gl8730 






BLAST score 


37 






E value 


1.0e-ll 






Match length 


57 






% identity 


91 




- 5S rRNA intergenic region 


NCBI Description 


Soybean 


4.5 


Seq. No. 


37318 






Seq. ID 


LIB3073- 


-002- 


-Q1-K1-D2 


Method 


BLASTN 






NCBI GI 


g343349 






BLAST score 


42 






E value 


1.0e-14 






Match length 


90 






% identity 


87 






NCBI Description 


Glysine 


max 


mitochondrial DNA sequence, 



initiation motif 



Seq. No. 37319 

Seq. ID LIB3073-002-Q1-K1-D3 

Method BLASTX 

NCBI GI g2252634 

BLAST score 233 

E value 8.0e-20 

Match length 76 

% identity 49 

NCBI Description (U95973) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 37320 

Seq. ID LIB3073-002-Q1-K1-D7 

Method BLASTN 

NCBI GI gl8644 

BLAST score 8 9 

E value 2.0e-42 

Match length 189 

% identity 87 

NCBI Description Soybean mRNA for HMG-1 like protein 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37321 

LIB3073-002-Q1-K1-E3 

BLASTN 

g296408 

63 



5729 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



6.0e-27 

183 

84 

G.max ADR12 mRNA 
37322 

LIB3073-002-Q1-K1-E6 

BLASTN 

g296408 

36 

7.0e-ll 

60 

90 

G.max ADR12 mRNA 
37323 

LIB3073-002-Q1-K1-F5 
BLASTN 



NCBI GI 


giUoooD / 


BLAST score 


loo 


E value 


l . ue - iuu 


Match length 


257 


% identity 


93 


NCBI Description 


Glycine i 




subunit i 


Seq. No. 




Seq. ID 


LIB3073-I 


Method 


BLASTN 


NCBI GI 


g473604 


BLAST score 


c a 
OO 


E value 


4 . ue-zo 


Match length 


117 


% identity 


89 


NCBI Description 


Zea mays 


Seq. No. 


37325 


Seq. ID 


LIB3073- 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


173 


E value 


1.0e-92 


Match length 


265 


% identity 


91 


NCBI Description 


Glycine 


Seq. No. 


37326 


Seq. ID 


LIB3073- 


Method 


BLASTN 


NCBI GI 


gl055367 


BLAST score 


63 


E value 


6.0e-27 


Match length 


174 


% identity 


85 


NCBI Description 


Glycine 




subunit 



-Q1-K1-G3 



complete cds 



5730 



Seq. No. 


37327 




Seq. ID 


LIB3073- 


-003- 


Method 


BLASTN 




NCBI GI 


gl69974 




BLAST score 


116 




E value 


1.0e-58 




Match length 


288 




& -1 Hat"i1" it v 


85 




NCBI Description 


Glycine 


max 


Sea No . 


37328 




Seq. ID 


LIB3073- 


-003- 


Method 


BLASTN 




NCBI GI 


gl69974 




BLAST score 


98 




E value 


7. Oe-48 




Match length 


302 




& "i Hpnt it v 


83 




NCBI Description 


Glycine 


max 


Sea No 


37329 




Seq. ID 


LIB3073- 


-003 


Method 


BLASTX 




NCBI GI 


gl31004 




BLAST score 


216 




E value 


1.0e-17 




Match length 


84 




% identity 


51 




NCBI Description 


REPETITIVE 



-A8 



complete cds 



-B2 



complete cds 



LINE-RICH CELL WALL PROTEIN 3 PRECURSOR 

>gi_99948_pir B35532 proline-rich protein 2 precursor 

soybean >gi_170068 (J05209) cell wall protein (SbPRP3) 
precursor [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37330 

LIB3073-003-Q1-K1-E12 

BLASTX 

g417103 

276 

2.0e-24 

118 

56 

HISTONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi_16324_emb_CAA42957_ (X60429) histone H3.3 like protein 
[Arabidopsis thaliana] >gi__404825__emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi__488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U094 65) histone H3.2 
[Medicago sativa] >gi_510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi_2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi_3273350__dbj_BAA31218_ (AB0157 60) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi_4038469_gb_AAC97380_ (AF109910) histone H3 [Porteresia 



5731 



coarctata] >gi_44 90754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_44 90755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 



Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37331 

LIB3073-003-Q1-K1-G1 

BLASTX 

gl33913 

117 

7.0e-10 

69 

52 

CHLOROPLAST 30S RIBOSOMAL PROTEIN S2 >gi_70858_pir R3PM2 

ribosomal protein S2 - garden pea chloroplast 
>gi_12138_emb_CAA27546_ (X03912) ORF (aa 1-236) with 
homology to ribosomal protein S2 [Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37332 

LIB3073-003-Q1-K1-G12 

BLASTX 

g4539400 

208 

2.0e-16 

50 
74 

(AL035526) putative protein [Arabidopsis thaliana] 
37333 

LIB3073-003-Q1-K1-G4 

BLASTN 

gl055367 

299 

1.0e-167 

378 

95 

Glycine max ribulose-l f 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37334 

LIB3073-003-Q1-K1-H2 

BLASTN 

gl69974 

167 

5.0e-89 

343 

87 

Glycine max vspA gene, 



complete cds 



37335 

LIB3073-004-Q1-K1-A3 

BLASTN 

g!055367 

124 

2.0e-63 

276 

86 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 



5732 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



subunit mRNA, complete cds 
37336 

LIB3073-004-Q1-K1-B1 

BLASTN 

g2815245 

76 

1.0e-34 

236 
83 

C.arietinum mRNA for class I 
CanMT-2) 



type 2 metallothionein (clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37337 

LIB3073-004-Q1-K1-C2 

BLASTX 

g4538959 

442 

6.0e-44 

94 

83 

(AL04 9488) putative protein [Arabidopsis thaliana] 
37338 

LIB3073-004-Q1-K1-C3 

BLASTX 

g4115914 

170 

3-0e-12 

80 
45 

(AF118222) contains similarity to Iron/Ascorbate family of 
oxidoreductases (Pfam: PF00671, Score=297.8, E=1.3e-85, 
N=l) [Arabidopsis thaliana] >gi_4539410_emb_CAB4004 3 . 1_ 
(AL049524) putative Fe (II) /ascorbate oxidase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37339 

LIB3073-004-Q1-K1-D10 

BLASTN 

gl69974 

245 

1.0e-135 

377 

91 

Glycine max vspA gene f complete cds 
37340 

LIB3073-004-Q1-K1-D2 

BLASTX 

gl00200 

196 

1.0e-15 

50 
76 

chlorophyll a/b-binding protein type I precursor - tomato 



5733 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37341 

LIB3073-004-Q1-K1-F5 

BLASTN 

gl70057 

43 

3.0e-15 

51 

96 

Soybean ribulose 1, 5-bisphosphate carboxylase small subunit 
(SRS4) gene, complete cds 



Seq. No. 37342 

Seq. ID LIB3073-005-Q1-K1-D8 

Method BLASTN 

NCBI GI g836895 

BLAST score 41 

E value 3.0e-14 

Match length 77 

% identity 88 

NCBI Description Saccharomyces cerevisiae CSP2 gene, complete cds 

Seq. No. 37343 

Seq. ID LIB3073-005-Q1-K1-F6 

Method BLASTN 

NCBI GI gl70091 

BLAST score 142 

E value 3.0e-74 ^ 

Match length 258 

% identity 89 

NCBI Description Glycine max vegetative storage protein (vspB) gene, 
complete cds 

Seq. No. 37344 

Seq. ID LIB3073-005-Q1-K1-G9 

Method BLASTN 

NCBI GI gl70091 

BLAST score 297 

E value 1.0e-166 

Match length 393 

% identity 94 

NCBI Description Glycine max vegetative storage protein (vspB) gene, 
complete cds 

Seq. No. 37345 

Seq. ID LIB3073-006-Q1-K1-A6 

Method BLASTX 

NCBI GI gl32113 

BLAST score 146 

E value 4.0e-15 

Match length 106 

% identity 49 



NCBI Description RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 4 PRECURSOR 

(RUBISCO SMALL SUBUNIT 4) >gi_68054_pir RKSYS4 

ribulose-bisphosphate carboxylase {EC 4.1.1.39) small chain 
precursor SRS4 - soybean >gi_170058 (M16889) ribulose 
1, 5-bisphosphate carboxylase [Glycine max] 

>gi__225579_prf 1306410A ribulose bisphosphate carboxylase 



5734 



S [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37346 

LIB3073-006-Q1-K1-B12 

BLASTX 

g541943 

164 

1.0e-ll 

66 
53 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37347 

LIB3073-006-Q1-K1-C10 

BLASTX 

gl31397 

157 

1.0e-10 

87 

52 

OXYGEN-EVOLVING ENHANCER PROTEIN 3 PRECURSOR (0EE3) (16 KD 
SUBUNIT OF OXYGEN-EVOLVING SYSTEM OF PHOTOSYSTEM II) 

>gi_81480_pir S00008 photosystem II oxygen-evolving 

complex protein 3 precursor - spinach 

>gi_755802_emb_CAA29056_ (X05512) 16 kDa protein of the 
photosynthetic oxygen- evolving protein (OEC) [Spinacia 

oleracea] >gi_225597_prf 1307179B luminal protein 16kD 

[Spinacia oleracea] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37348 

LIB3073-006-Q1-K1-C7 

BLASTX 

g4567207 

218 

9.0e-18 
77 

51 

(AC007168) unknown protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37349 

LIB3073-007-Q1-K1-C3 

BLASTN 

gll576 

145 

7.0e-76 

309 

87 

Soybean plastid DNA for rpsl2, rps7, 
NADH dehydrogenase and ORF 



16S rRNA, tRNA-Val, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



37350 

LIB3073-007-Q1-K1-D5 

BLASTN 

gl69897 

58 

7.0e-24 



5735 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



130 
86 

G.max 28 kDa protein, complete cds 
37351 

LIB3073-008-Q1-K1-C1 

BLASTN 

gl055367 

395 

0.0e+00 

411 

99 

Glycine max ribulose-l 7 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37352 

LIB3073-008-Q1-K1-G1 

BLASTX 

g3243234 

200 

9.0e-16 

74 
59 

(AF071477) 
communis] 



isoflavone reductase related protein [Pyrus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37353 

LIB3073-008-Q1-K1-G8 

BLASTN 

gl885374 

50 

2.0e-19 

50 

100 

Glycine soja small subunit ribosomal RNA gene, partial 
sequence, internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence, 
and large subunit ribosomal RNA gene, partial se 

37354 

LIB3073-008-Q1-K1-H5 

BLASTN 

g!079735 

120 

3.0e-61 

188 
91 

Glycine soja ribulose 1, 5-bisphosphate carboxylase small 
subunit precursor (rbcS) gene, nuclear gene encoding 
chloroplast protein, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



37355 

LIB3073-009-Q1-K1-A10 

BLASTX 

g2500380 

180 

1.0e-13 



5736 



® 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



57 
61 

60S RIBOSOMAL PROTEIN L44 >gi_2119128_pir JC4923 ribosomal 

protein RL44 - upland cotton >gi_1553129 (U64 677) ribosomal 
protein L44 isoform a [Gossypium hirsutum] >gi_1553131 
(U64678) ribosomal protein L44 isoform b [Gossypium 
hirsutum] 

37356 

LIB3073-009-Q1-K1-H11 

BLASTN 

g!055367 

206 

1.0e-112 

270 
94 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

37357 

LIB3073-010-Q1-K1-A6 

BLASTN 

gl055367 

240 

1.0e-132 

363 

92 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA 7 complete cds 

37358 

LIB3073-010-Q1-K1-B1 

BLASTX 

g567893 

205 

3.0e-16 

97 

24 

(L37382) beta-galactosidase-complementation protein 
[Cloning vector] 

37359 

LIB3073-010-Q1-K1-B8 

BLASTN 

gl70091 

352 

0.0e+00 

392 

97 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

37360 

LIB3073-010-Q1-K1-C7 

BLASTN 

gl70073 

49 



5737 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



1.0e-18 

169 

82 

Soybean calmodulin (SCaM-3) mRNA, complete cds 
37361 

LIB3073-010-Q1-K1-D9 

BLASTX 

g2879811 

267 

2.0e-23 

100 

58 

(AJ223316) ribosomal protein L30 [Lupinus luteus] 
37362 

LIB3073-010-Q1-K1-E12 

BLASTX 

g508304 

150 

1.0e-09 

72 

51 

(L22305) corC [Medicago sativa] 
37363 

LIB3073-010-Q1-K1-H7 

BLASTX 

gl21080 

144 

3.0e-09 

80 

45 

GLYCINE CLEAVAGE SYSTEM H PROTEIN PRECURSOR 

>gi_1070638_pir GCPMH glycine cleavage system protein H 

precursor - garden pea >gi_20737__emb_CAA45978_ (X64726) H 
protein [Pisum sativum] >gi_169093 (J05164) H-protein of 
glycine decarboxylase precursor (EC 2.1.2.10) [Pisum 
sativum] >gi_287815_emb_CAA37704_ (X53656) H-protein [Pisum 
sativum] 

37364 

LIB3073-011-Q1-K1-C9 

BLASTN 

gl70089 

125 

6.0e-64 

325 
85 

G.max vegetative storage protien mRNA (VSP27), complete cds 
37365 

LIB3073-011-Q1-K1-D10 

BLASTX 

g2879811 

143 

3.0e-09 



5738 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



54 
56 

(AJ223316) 



ribosomal protein L30 [Lupinus luteus] 



37366 

LIB3073-011-Q1-K1-H9 

BLASTN 

g2055227 

255 

1.0e-141 

324 
99 

Glycine max mRNA for SRC1, complete cds 
37367 

LIB3073-012-Q1-K1-B12 

BLASTN 

g2995809 

36 

4.0e-ll 

52 

92 

Trifolium albopurpureum 18S ribosomal RNA gene, partial 
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; 
and 26S ribosomal RNA gene, partial sequence 



Seq. No. 


37368 


Seq. ID 


LIB3073-012-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


gl632831 


BLAST score 


150 


E value 


7.0e-10 


Match length 


76 


% identity 


43 


NCBI Description 


(Z4 9698) orf [Ricinus communis] 


Seq. No. 


37369 


Seq. ID 


LIB3073-013-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g4185505 


BLAST score 


161 


E value 


6.0e-ll 


Match length 


94 


% identity 


38 


NCBI Description 


(AF101038) nonspecific lipid-tr 




[Brassica napus] 


Seq. No. 


37370 


Seq. ID 


LIB3073-013-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


gl916809 


BLAST score 


279 


E value 


9.0e-32 


Match length 


118 


% identity 


57 


NCBI Description 


(U81163) auxin-binding protein 



5739 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37371 

LIB3073-013-Q1-K1-D5 

BLASTX 

gl34145 

302 

2.0e-27 

123 
53 

STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 

PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi_169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 
(M76981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28kD glycoprotein [Glycine max] 

>gi 444325_prf 1906374A vegetative storage protein 

[Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



37372 

LIB3073-013-Q1-K1-G10 

BLASTN 

g!70067 

96 

4.0e-47 

120 

95 

Soybean (G.max) proline-rich cell wall proteir**-<SbPRP3) 
gene, complete cds 

37373 

LIB3073-014-Q1-K1-B4 

BLASTN 

gl055367 

246 

1.0e-136 

276 

97 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

37374 

LIB3073-015-Q1-K1-A1 

BLASTN 

g38422 

36 

5.0e-ll 

128 

82 

H. sapiens mRNA for ribosomal protein S18 
37375 

LIB3073-015-Q1-K1-A2 

BLASTN 

gl794146 

46 

I. 0e-16 

66 
92 



5740 



NCBI Description Carrot mRNA for root specific gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37376 

LIB3073-015-Q1-K1-A4 

BLASTX 

gl31385 

132 

8.0e-09 

94 

43 

OXYGEN- EVOLVING ENHANCER PROTEIN 1 PRECURSOR (0EE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOS YSTEM II) (33 KD 
THYLAKOID MEMBRANE PROTEIN) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37377 

LIB3073-015-Q1-K1-A5 

BLASTX 

gl945611 

236 

8.0e-20 

130 

41 

(AB003103) 26S proteasome subunit p55 [Homo sapiens] 
>gi_4506221_ref_NP_002807 .l_pPSMD12_ proteasome (prosome, 
macropain) 26S subunit, non-ATPase, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37378 

LIB3073-015-Q1-K1-H12 

BLASTN 

g506628 

84 

2.0e-39 

120 

93 

Glycine max cv. Dare photosystem II type I chlorophyll 
a/b-binding protein (lhcbl*7) gene, complete cds 



Seq. No. 


37379 




Seq. ID 


LIB3073-015- 


-Ql-Kl- 


Method 


BLASTN 




NCBI GI 


g598848 




BLAST score 


41 




E value 


5.0e-14 




Match length 


65 




% identity 


91 


3 T re« 


NCBI Description 


Human HepG2 


Seq. No. 


37380 




Seq. ID 


LIB3073-016- 


-Ql-Kl 


Method 


BLASTN 




NCBI GI 


g!70087 




BLAST score 


106 




E value 


1.0e-52 




Match length 


174 




% identity 


90 




NCBI Description 


G.max vegetative 



-H4 



clone hmd4hl2m3 



5741 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37381 

LIB3073-016-Q1-K1-G6 

BLASTN 

gl70067 

55 

4.0e-22 

59 

98 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 

37382 

LIB3073-017-Q1-K1-A3 

BLASTN 

gl69364 

80 

6.0e-37 

191 

86 

Phaseolus vulgaris 5.8 Kb basic protein (PR4) gene, 
complete cds. >gi_217 988_dbj_D12 914_PHVPVPR4 Phaseolus 
vulgaris PvPR4 mRNA for 5.8 kb basic protein, complete cds 

37383 

LIB3073-017-Q1-K1-B11 

BLASTN 

g2565428 

38 

4.0e-12 

101 

86 

Onobrychis viciifolia glycine-rich protein mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37384 

LIB3073-017-Q1-K1-B5 

BLASTN 

gl079735 

109 

1.0e-54 

217 
88 

Glycine soja ribulose 1, 5-bisphosphate carboxylase small 
subunit precursor (rbcS) gene, nuclear gene encoding 
chloroplast protein, complete cds 

37385 

LIB3073-017-Q1-K1-C7 

BLASTX 

g!169186 

215 

2.0e-17 

63 
59 

THIOL PROTEASE SEN102 PRECURSOR >gi_1085732_pir S36421 

cysteine proteinase - Hemerocallis sp 

>gi_1364024_pir S57777 cysteine protease precursor - 



5742 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Hemerocallis x hybrida >giJ396568_emb_CAA52425_ (X74406) 
thiol-protease [Hemerocallis sp.] 

37386 

LIB3073-017-Q1-K1-C9 

BLASTN 

gl70053 

98 

7.0e-48 

179 

89 

Soybean ribosomal protein Sll mRNA, 3 T end 
37387 

LIB3073-017-Q1-K1-D8 

BLASTN 

gl055367 

270 

1.0e-150 

370 

93 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37388 

LIB3073-017-Q1-K1-E11 

BLASTN 

gl70091 

184 

4.0e-99 

364 

89 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37389 

LIB3073-017-Q1-K1-F3 

BLASTN 

gl055367 

137 

4.0e-71 

177 

94 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA/ complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37390 

LIB3073-017-Q1-K1-F9 

BLASTX 

g3080415 

205 

1.0e-16 
45 
78 

(AL022604) 
thaliana] 



cysteine proteinase - like protein [Arabidopsis 



5743 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37391 

LIB3073-018-Q1-K1-D9 

BLASTN 

gl69974 

145 

7.0e-76 

233 

94 

Glycine max vspA gene, complete cds 
37392 

LIB3073-018-Q1-K1-G7 

BLASTN 

g473604 

73 

8.0e-33 

133 

89 

Zea mays W-22 histone H2B mRNA, complete cds 
37393 

LIB3073-018-Q1-K1-H3 

BLASTN 

gl70067 

148 

1.0e-77 

340 

86 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 

37394 

LIB3073-019-Q1-K1-A11 

BLASTN 

gl055367 

185 

1.0e-99 

289 
91 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37395 

LIB3073-019-Q1-K1-C5 

BLASTN 

g2879810 

62 

2.0e-26 

139 

85 

Lupinus luteus mRNA for ribosomal protein L30 
37396 

LIB3073-019-Q1-K1-G1 

BLASTN 

gl70091 

215 



5744 



E value 


1.0e-117 


Ms+T'h Ipncrth 

LlU Uvll X^ll^ 1— J.1 


341 


% i rlonf i f u 
t3 X. llL±Ly 


91 


INV^Ljj. ucouiiptiuii 


fil VriTIP TTl^V VPfTPfafl VP ^tOTrlCTP DTOtein 
vjj. y k** x. ne illcl a ve^eu.ciL>^-ve > <»— w a. u >j \^ 




complete cds 




37397 


Sea ID 


LIB3073-020-Q1-K1-A2 


l iC I— 1 L\J\J. 


BLASTX 


NCBI GI 


g231660 


BLAST score 


176 


TT V^ll IP 


9.0e-13 


HQ. L- ^11 -l_eiiy L» 1 1 


89 


O -L U.C11 L J. UJ» 


48 


NPRT Dp^rriDt ion 


HYPOTHETICAL 226 KD PROTEIN (ORF 1901) 




J 1 J JO 


Sea ID 


LIB3073-020-Q1-K1-F1 


Lie l_ liuU 


BLASTN 


NCRT GT 


al70067 


BLAST score 


154 


E value 


3.0e-81 




329 




87 


iNwLjX JJcoLLipL-i-UIl 


Qo\7V^oar> f mqv\ nr*ril i np— r*i rh ppl 1 wp\ 1 1 
OUyjJcali \\3 . met A. ^ jwix uiiiic x x oil ucn waxx 




y cl ic / *_t-)iiLLjxe t_e uuo 


beq, NO • 


0 / 3 J J 


c^n TO 


JJlD JW f J \J£*\J \s X 1A.X 11^. 




RLASTN 


LN^Dl V3 X 


al70067 


BLAST score 


108 


E value 


6.0e-54 


LiCLL-OlX x eny Oil 


224 


0 luciiLity 


87 
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y cue f ouiupicuc 


Oc^< IN w • 


o / *± VJ V 


O e » XU 


LIR3073-021-O1-K1-B8 


Mpt horl 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


237 


TTfl 1 no 
j_j V CLX Lie 


1 . Oe-130 


rlei LLll Xeliy L.11 


JO J 


15 lUcIIUX Ly 
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Mp+* h 0 rl 
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RT.ASTN 


NCBI GI 


g!69974 


BLAST score 


268 


E value 


1.0e-149 


Match length 


396 


% identity 


92 


NCBI Description 


Glycine max vspA gene, complete cds 



5745 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37402 

LIB3073-023-Q1-K1-A11 

BLASTN 

gl8741 

44 

6.0e-16 

140 
83 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37403 

LIB3073-023-Q1-K1-B2 

BLASTN 

gll576 

89 

2.0e-42 

93 
99 

Soybean plastid DNA for rpsl2, 
NADH dehydrogenase and ORF 



rps7, 16S rRNA, tRNA-Val, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37404 

LIB3073-023-Q1-K1-B9 

BLASTN 

gl8741 

166 

2.0e-88 

344 

93 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 



Seq. No. 


37405 


Seq. ID 


LIB3073-023-Q1-K1-H2 


Method 


BLASTN 


NCBI GI 


gl8761 


BLAST score 


262 


E value 


1.0e-146 


Match length 


301 


% identity 


97 


NCBI Description 


Soybean stem mRNA for 


Seq. No. 


37406 


Seq. ID 


LIB3073-024-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


gl370287 


BLAST score 


249 


E value 


2.0e-41 


Match length 


111 


% identity 


79 


NCBI Description 


(Z73553) core protein 


Seq. No. 


37407 


Seq. ID 


LIB3073-024-Q1-K1-D1 


Method 


BLASTN 



[Pisum sativum] 



5746 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq- ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl69974 
112 

3.0e-56 

240 

87 

Glycine max vspA gene, complete cds 
37408 

LIB3073-024-Q1-K1-E7 

BLASTX 

gl34145 

106 

5.0e-ll 

103 
52 

STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 

PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi_169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 

(M76981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28kD glycoprotein [Glycine max] 

>gi 444325jprf 1906374A vegetative storage protein 

[Glycine max] 

37409 

LIB3073-025-Q1-K1-B1 

BLASTX 

g3914442 

192 

6.0e-15 

66 
62 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT VI PRECURSOR 
(LIGHT-HARVESTING COMPLEX I 11 KD PROTEIN) (PSI-H) 
>gi_1916350 (U92504) PSI-H subunit [Brassica rapa] 

37410 

LIB3073-025-Q1-K1-F3 

BLASTN 

gl055367 

392 

0.0e+00 

395 

100 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

37411 

LIB3073-025-Q1-K1-H12 

BLASTN 

g2815245 

87 

4.0e-41 

250 
84 

C.arietinum mRNA for class I type 2 metallothionein (clone: 
CanMT-2 ) 



5747 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(1) 



37412 

LIB3073-026-Q1-K1-B9 

BLAST N 

gl055367 

179 

3.0e-96 

231 

94 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37413 

LIB3073-026-Q1-K1-D1 

BLASTN 

g2815245 

78 

9.0e-36 

250 
83 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37414 

LIB3073-026-Q1-K1-E3 

BLASTN 

g!055367 

322 

0.0e+00 

362 

97 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37415 

LIB3073-026-Q1-K1-E4 

BLASTX 

gl32086 

240 

1.0e-21 

111 

57 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1 PRECURSOR 

(RUBISCO SMALL SUBUNIT 1) >gi_68053_pir RKSYS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor SRS1 - soybean >gi_18742_emb_CAA23736_ (V00458) 
rubpcase [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37416 

LIB3073-026-Q1-K1-H10 

BLASTN 

g984307 

132 

4.0e-68 

250 
87 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 



5748 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



component (psal), ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 

37417 

LIB3073-026-Q1-K1-H4 

BLASTN 

gl70091 

62 

2.0e-26 

170 

85 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

37418 

LIB3074-003-Q1-K1-A11 

BLASTX 

g3717987 

141 

3.0e-09 

64 

59 

(AJ005899) G subunit of Vacuolar-type H+-ATPase [Nicotiana 
tabacum] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37419 

LIB3074-003-Q1-K1-B9 

BLASTN 

g!8571 

146 

2.0e-76 

302 

87 

G.max D-II mRNA for proteinase isoinhibitor D-II 
37420 

LIB3074-003-Q1-K1-D4 

BLASTX 

g531829 

190 

1.0e-14 

78 
54 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

37421 

LIB3074-003-Q1-K1-G10 

BLASTN 

gl69974 

81 

1.0e-37 

112 

93 

Glycine max vspA gene, complete cds 



5749 





Sea. No. 


37422 




Seq. ID 


LIB3074-004-Q1-K1-B11 




Method 


BLASTN 




NCBI GI 


gl70089 




BLAST score 


330 




E value 


0. 0e+00 




Match length 


337 




% i dpnt itv 


99 




NCBI Description 


G.max vegetative storage protien mRNA 




Sea. No. 


37423 




Seq. ID 


LIB3074-004-Q1-K1-B8 




Method 


BLASTN 




NCBI GI 


gl70087 




BLAST score 


221 




F. value 


1.0e-121 




Match length 


241 




% identitv 


98 




NCBI Description 


G.max vegetative storage protein mRNA 




Qpn Ho . 

*-? \^ • i-> w • 


37424 




Sea. ID 


LIB3074-004-Q1-K1-C10 




Mot h piH 


BLASTX 




NCBI GI 


g2982289 




BLAST score 


450 


jss-i:: 


E value 


6.0e-45 


3'fi 




91 




O 1UC11UX 


95 




NCBI Description 


(AF051229) 60S ribosomal protein L17 






37425 




Seq. ID 


LIB3074-004-Q1-K1-E11 




rlC L11UU 


BLASTX 












171 




E value 


3.0e-12 




Match length 


63 




% identitv 


57 




NCBI Description 


(AF068754) heat shock factor binding 






sapiens] >gi 4557647 ref NP 001528.1 






factor binding protein 






37426 




Seq. ID 


LIB3074-004-Q1-K1-E4 




Method 


BLASTN 




NCBI GI 


gl055367 




BLAST score 


266 




E value 


1.0e-148 




Match length 


326 



[Homo 



% identity 

NCBI Description 



95 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



37427 

LIB3074-004-Q1-K1-F1 

BLASTN 

g456713 



5750 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-42 

120 
27 

Glycine max gene for ubiquitin, complete cds 
37428 

LIB3074-004-Q1-K1-F4 

BLASTX 

g3021348 

213 

4.0e-17 

98 

50 

(AJ004961) ribosomal protein L18 [Cicer arietinum] 
37429 

LIB3074-004-Q1-K1-F8 

BLASTX 

g2493694 

204 

4.0e-16 

103 
43 

PHOTOSYSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PSII 

6.1 KD PROTEIN) >gi_1076268_pir S53025 photosystem II 

protein - spinach >gi_728716_emb_CAA59409_ (X85038) protein 
of photosystem II [Spinacia oleracea] 



Seq. No. 


37430 


Seq. ID 


LIB3074-I 


Method 


BLASTX 


NCBI GI 


g2677830 


BLAST score 


182 


E value 


2.0e-13 


Match length 


38 


% identity 


87 


NCBI Description 


(U93168) 


Seq. No. 


37431 


Seq. ID 


LIB3074-I 


Method 


BLASTN 


NCBI GI 


g2924257 


BLAST score 


58 


E value 


6.0e-24 


Match length 


118 


% identity 


87 


NCBI Description 


Tobacco i 


Seq. No. 


37432 


Seq. ID 


LIB3074- 


Method 


BLASTX 


NCBI GI 


g3914472 


BLAST score 


218 


E value 


9.0e-18 


Match length 


94 


% identity 


54 



5751 



NCBI Description 



PHOTOSYSTEM II 10 KD POLYPEPTIDE PRECURSOR (PII10) 

>gi_322764_pir S32021 photosystem II 10K protein - common 

tobacco >gi_22669_emb_CAA49693_ (X70088) NtpIIlO [Nicotiana 
tabacum] 



k_> \3 VJ • LlU i 


37433 


OC\^ « -L U 


LIB3074-004-O1-K1-H7 


lie ui lvjvJ. 


BLASTN 


NCBI GI 


g310575 


RT.A9T qrnrp 


66 


TV TTa liip 
j_j value 


8 Oe-29 


Match lenath 


172 


O XUC11LXL y 


88 


KJPRT Dp«?rTi nf i on 


Glycine max nodulin-26 inRNA, complete cds 


Seq. No. 


37434 


q^a Tn 

O V- * 1U 


LIB3074-009-O1-E1-C11 




RT.A^TX 




y / luJiu 




263 






Ma ten ±eng tn 


-70 


^) 1UC11 L. -L i- y 


52 


IN^OX UCOUIiy LXU11 


(073^1 7 ^ similar to ubiauitin coni ucratincr 




[Caenorhabditis elegans] 


d e • LM O . 


^ / *± -D *J 


Clorr TFi 

oeq. ijj 


XJ X D.J W f 4 VJ U -7 Si-*- v ~' ' 


i v ie tnou 


OJUfiO ± IN 


NPRT PT 


a531828 


D 1x0.0 1 otUIc 


4ft 

rl O 


J_j V a. J. lie 


4 ♦ Oe-18 


M^tr*h 1 ^"ncrth 


96 


^ lucULi uy 


88 


NCBI Description 


Cloning vector pSportl, complete cds 


OC^. V* \J • 


37436 




T,TR3074-0nQ-O1 -K1 -P8 




RT.A^TN 

DJjfliJ X tN 


NPRT PT 


gl69974 


OxxHOI OUOIc 


1 06 




O * U C J J 


Match lpncrth 


190 


% identity 


90 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


37437 


Seq. ID 


LIB3074-009-Q1-E1-D6 


Method 


BLASTX 


NCBI GI 


g2347088 


BLAST score 


140 


E value 


5.0e-09 


Match length 


47 



% identity 

NCBI Description 



57 

(U72765) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 



5752 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37438 

LIB3074-009-Q1-E1-G5 

BLASTN 

g984889 

54 

2.0e-21 

206 
82 

Plasmid pBSL119 cloning vector, complete sequence 



37439 

LIB3074-009-Q1-E1-G7 

BLASTN 

gl69974 

288 

1.0e-161 

396 

93 

Glycine max vspA gene, 



complete cds 



37440 

LIB3074-009-Q1-E1-H12 

BLASTX 

g2495889 

141 

9.0e-09 

62 

42 

HYPOTHETICAL PROTEIN MJ0284 >gi_2128214_pir E64335 

hypothetical protein MJ0284 - Methanococcus jannaschii 
>gi_1499066 (U67483) conserved hypothetical protein 
[Methanococcus jannaschii] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37441 

LIB3074-010-Q1-E1-E12 

BLASTN 

gll576 

41 

5.0e-14 

177 
81 

Soybean plastid DNA for rpsl2, 
NADH dehydrogenase and ORF 



rps7, 16S rRNA, tRNA-Val, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37442 

LIB3074-010-Q1-E1-F2 

BLASTN 

gl69974 

162 

6.0e-86 

304 
94 

Glycine max vspA gene, complete cds 



Seq. No. 
Seq. ID 
Method 



37443 

LIB3074-010-Q1-E1-G1 
BLASTN 



5753 



NCBI GI 


gl69974 


BLAST score 


101 


111 V CL -L 


7.0e-50 


Mat*ph lencrth 


177 


x> x Lid. 1 1- J. U y 


89 


NCBI Descriotion 


Glycine max 


O C W * -LVkJ • 


37444 


Sea ID 


LIB3074-010- 


Method 


BLASTN 


NCBI GI 


g!69974 


BLAST score 


90 


E value 


3.0e-43 


Ma'hr'h le^ncrth 

LlU l_ 1 -1- Wily L-il 


214 


%. \ H oti i~ "i +* v 


86 


NCBI Description 


Glycine max 


kJ ^3 VJ ■ 1«W i 


37445 


Seq. ID 


LIB3074-010- 


Method 


BLASTX 


NCBI GI 


g3914136 


BLAST score 


111 


E value 


9.0e-ll 


Match length 


94 


% identity 


48 


NCBI Description 


NONSPECIFIC 



>gi_2 6 3 2 1 7 l_emb_CAA0 5 7 7 1_ 
[Cicer arietinum] 



(AJ002958) lipid transfer protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37446 

LIB3074-010-Q1-E1-G7 

BLASTX 

g400198 

158 

1.0e-10 

105 

37 

PHOTOSYSTEM II 5 KD PROTEIN PRECURSOR (PSII-T) 
(LIGHT-REGULATED UNKNOWN 11 KD PROTEIN) 

>gi_99604_pir S21023 hypothetical protein - upland cotton 

>gi_1361978__pir A57500 photosystem II protein psbT - 

upland cotton >gi_18512_emb_CAA38027_ (X54092) unknown 
reading frame [Gossypium hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37447 

LIB3074-010-Q1-E1-H12 

BLASTX 

gl00602 

174 

6.0e-13 

76 
45 

infection-related protein - barley 



Seq. No. 
Seq. ID 
Method 



37448 

LIB3074-011-Q1-E1-F12 
BLASTN 



5754 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl053215 
125 

2.0e-64 

125 

100 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37449 

LIB3074-011-Q1-E1-H1 

BLASTX 

g2826900 

386 

1.0e-37 
101 
75 

(AB004461) 
sativa] 



DNA polymerase alpha catalytic subunit [Oryza 





beq. no. 


0 1 4 jU 




beq. ID 


lilrs jU / 4"U1Z yi Ll ID 




Metnoa 


rSliiib 1 A 










tsLAbi score 


ZU1 




E value 


7.0e-16 




Match length 


79 




% identity 


DZ 




nlbi Description 


iAiiuuuiz^j oKUi [vj±ycine maxj 


o 


beq. No. 






Seq. ID 


LilrsoU / 4-U1Z yi M"Uo 


if™!; 


Method 


BLAbIN 




MPRT (1J 
LN^sO-L \3 J. 


gl!576 




BLAST score 


57 




E value 


2.0e-23 




Match length 


249 




% identity 


81 




NCBI Description 


Soybean plastid DNA for rpsl2 






NADH dehydrogenase and ORF 




Seq. No. 


37452 




Seq. ID 


LIB3074-012-Q1-E1-D8 




Method 


BLASTX 




NCBI GI 


g3980238 




BLAST score 


169 




E value 


7.0e-12 




Match length 


53 




% identity 


62 




NCBI Description 


(Z21677) ribosomal protein LI 




Seq. No. 


37453 




' Seq. ID 


LIB3074-012-Q1-E1-F8 




Method 


BLASTN 




NCBI GI 


gl70091 




BLAST score 


212 




E value 


1.0e-116 




Match length 


376 



5755 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



89 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

37454 

LIB3074-012-Q1-E1-G8 

BLASTX 

g3334113 

376 

3.0e-36 

87 

80 

ACYL-COA-BINDING PROTEIN (ACBP) >gi_1006831 (U35015) 
acyl-CoA-binding protein [Gossypium hirsutum] 

37455 

LIB3074-012-Q1-E1-H9 

BLASTX 

g3168840 

257 

2.0e-22 

67 

70 

(U88711) copper homeostasis factor [Arabidopsis thaliana] 
37456 

LIB3074-017-Q1-E1-A11 

BLASTX 

g3461836 

172 

1.0e-12 

66 

56 

(AC005315) putative protein kinase [Arabidopsis thaliana] 
>gi_3927841 (AC005727) putative protein kinase [Arabidopsi 
thaliana] 

37457 

LIB3074-017-Q1-E1-A2 

BLASTN 

gl69974 

245 

1.0e-135 

357 

92 

Glycine max vspA gene, complete cds 
37458 

LIB3074-017-Q1-E1-B2 

BLASTX 

g3892056 

173 

2.0e-12 

86 

47 

(AC002330) putative vacuolar ATPase [Arabidopsis thaliana] 



5756 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37459 

LIB3074-017-Q1-E1-B5 

BLASTN 

gl70091 

60 

3.0e-25 

208 
82 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37460 

LIB3074-017-Q1-E1-E7 

BLASTX 

g2499966 

144 

6.0e-12 

86 

60 

PHOTOSYSTEM I REACTION CENTRE SUBUNIT IV A PRECURSOR (PSI-E 
A) >gi_632722_bbs_151001 (S72356) photosystem I subunit 
PSI-E [Nicotiana sylvestris, leaves, Peptide Chloroplast, 
141 aa] [Nicotiana sylvestris] 





Seq. No. 


37461 




Seq. ID 


LIB3074-017-Q1-E1-F1 




Method 


QT TV OTV 






yz. 1 ! Ji / u / 




BLAST score 


106 




E value 


7.0e-09 




Match length 


86 




% identity 


52 




NCBI Description 


(U62751) acidic ribosomal protein P3a 




Seq. No. 


37462 




Seq. ID 


LIB3074-017-Q1-E1-F8 




Method 


BLASTX 




NCBI GI 


g4098517 




BLAST score 


260 




E value 


6.0e-23 




Match length 


85 




% identity 


65 




NCBI Description 


(U79114) auxin-binding protein ABP19 




Seq. No. 


37463 




Seq. ID 


LIB3074-017-Q1-E1-G2 




Method 


BLASTN 




NCBI GI 


gl055367 




BLAST score 


179 




E value 


4.0e-96 




Match length 


323 




% identity 


89 




NCBI Description 


Glycine max ribulose-1, 5-bisphosphate 






subunit mRNA, complete cds 




Seq. No. 


37464 




Seq. ID 


LIB3074-017-Q1-E1-H1 



5757 



BLASTX 
g541943 
280 

5.0e-25 
73 
68 

metallothionein - soybean >gi_228682jprf 1808316A 

metallothionein-like protein [Glycine max] 

Seq. No. 37465 

Seq. ID LIB3074-017-Q1-E1-H2 

Method BLASTN 

NCBI GI gl055367 

BLAST score 334 

E value 0.0e+00 

Match length 413 

% identity 95 

NCBI Description Glycine max ribulose-1, 5-bisphosphate carboxylase s 
subunit mRNA, complete cds 

37466 

LIB3074-017-Q1-E1-H7 
BLASTX 
g541943 
167 

7.0e-12 
50 
60 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

Seq. No. 37467 

Seq. ID LIB3074-018-Q1-E1-C9 

Method BLASTN 

NCBI GI g303900 

BLAST score 218 

E value 1.0e-119 

Match length 295 

% identity 31 

NCBI Description Soybean gene for ubiquitin, complete cds 

Seq. No. 37468 

Seq. ID LIB3074-018-Q1-E1-F4 

Method BLASTN 

NCBI GI gl262439 

BLAST score 391 

E value 0.0e+00 

Match length 391 

% identity 100 

NCBI Description Glycine max lipoxygenase (vlxC) mRNA, complete cds 

Seq. No. 37469 

Seq. ID LIB3074-019-Q1-E1-A5 

Method BLASTN 

NCBI GI gl69897 

BLAST score 36 

E value 5.0e-ll 




Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5758 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



156 
81 

G.max 28 kDa protein, complete cds 
37470 

LIB3074-019-Q1-E1-B5 

BLASTN 

gl69974 

102 

2.0e-50 

190 

89 

Glycine max vspA gene, complete cds 
37471 

LIB3074-019-Q1-E1-E6 

BLASTN 

g602358 

37 

1.0e-ll 

79 
87 

P. sativum mRNA for type II chlorophyll a/b binding protein 
37472 

LIB3074-020-Q1-E1-F5 

BLASTX 

gl076696 

103 

5.0e-13 

120 

42 

cyprosin - cardoon >gi_556819__emb_CAA57510_ (X81984) 
cyprosin [Cynara cardunculus] 

37473 

LIB3074-020-Q1-E1-F7 

BLASTX 

g3319341 

255 

1.0e-22 

57 

72 

(AF077407) similar to Medicago sativa nucleic acid binding 
protein Alfin-1 (GB:L07291) [Arabidopsis thaliana] 

37474 

LIB3074-020-Q1-E1-G3 

BLASTN 

gl70067 

52 

2.0e-20 

112 

87 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 



5759 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37475 

LIB3074-021-Q1-E1-A3 

BLASTN 

g!236950 

50 

2.0e-19 

142 

85 

Glycine max nucleoside diphosphate kinase mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37476 

LIB3074-022-Q1-E1-A1 

BLASTN 

gl8551 

398 

0.0e+00 

413 

99 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37477 

LIB3074-022-Q1-E1-A2 

BLASTN 

g!8551 

151 

2.0e-79 

259 

90 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37478 

LIB3074-022-Q1-E1-A3 

BLASTN 

gl8551 

111 

1.0e-55 

255 

86 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37479 

LIB3074-022-Q1-E1-A5 

BLASTX 

g441457 

144 

5.0e-U 

63 
62 

(X73419) ubiquitin conjugating enzyme E2 [Lycopersicon 
esculentum] 



Seq. No. 
Seq. ID 



37480 

LIB3074-022-Q1-E1-B5 



5760 



CP 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g397556 

117 

4.0e-59 

201 

90 

N.tabacum psaH gene for photosystem I psaH protein 
37481 

LIB3074-022-Q1-E1-C5 

BLASTX 

g4098517 

126 

2.0e-09 

98 

44 

(U79114) auxin-binding protein ABP19 [Prunus persica] 
37482 

LIB3074-022-Q1-E1-D10 

BLASTN 

g3900979 

33 

4.0e-09 

77 

86 

Eichhornia crassipes mRNA for metallothionein-like protein, 
clone A 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37483 

LIB3074-022-Q1-E1-F3 

BLASTX 

g4006858 

179 

3.0e-13 

92 

43 

(Z99707) cold acclimation protein homolog [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



37484 

LIB3074-022-Q1-E1-G2 

BLASTN 

gl055367 

80 

3.0e-37 

252 

84 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA f complete cds 

37485 

LIB3074-023-Q1-E1-F11 

BLASTN 

g2995842 

61 

5.0e-26 



5761 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



65 
98 

Trifolium stolonif erum 18S ribosomal RNA gene, partial 
sequence; internal transcribed spacer 1, 5.8S ribosomal RNA 
gene and internal transcribed spacer 2, complete sequence; 
and 26S ribosomal RNA gene, partial sequence 

37486 

LIB3074-024-Q1-E1-F3 

BLASTN 

gl!576 

82 

1.0e-38 
146 
89 

Soybean plastid DNA for rpsl2, 
NADH dehydrogenase and ORF 



rps7, 16S rRNA, tRNA-Val, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37487 

LIB3074-025-Q1-E1-A2 

BLASTN 

g!8551 

129 

2.0e-66 
232 
95 

Soybean 
protein 



Cab3 gene for PSII LHCII chlorophyll a/b binding 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37488 

LIB3074-025-Q1-E1-B7 

BLASTN 

gl70091 

254 

1.0e-141 

330 
95 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37489 

LIB3074-025-Q1-E1-G1 

BLASTN 

gll576 

123 

1.0e-62 

261 

89 

Soybean plastid DNA for rpsl2, rps7, 
NADH dehydrogenase and ORF 



16S rRNA, tRNA-Val, 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



37490 

LIB3074-025-Q1-E1-G10 

BLASTX 

g2851508 

231 

1.0e-19 



5762 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



66 
61 

60S RIBOSOMAL PROTEIN L21 >gi_2160162 (AC000132) Similar to 
ribosomal protein L21 (gb_L38826) . ESTs 

gb_AA395597,gb_ATTS5197 come from this gene. [Arabidopsis 
thaliana] >gi_3482935 (AC003970) Putative ribosomal protein 
L21 [Arabidopsis thaliana] 

37491 

LIB3074-025-Q1-E1-H8 

BLASTN 

g!8551 

203 

1.0e-110 

255 

95 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

37492 

LIB3074-026-Q1-E1-A6 

BLASTN 

gl70091 

247 

1.0e-136 

391 
91 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



37493 

LIB3074-026-Q1-E1-B1 

BLASTN 

g3021374 

56 

7.0e-23 

148 

84 

Glycine max mRNA for profilin, 



PROl 



37494 

LIB3074-026-Q1-E1-B2 

BLASTX 

g3237190 

149 

1.0e-09 

86 
41 

(AB014760) cystein proteinase inhibitor [Cucumis sativus] 
37495 

LIB3074-026-Q1-E1-B3 

BLASTN 

gl236950 

47 

2.0e-17 

175 



5763 



% identity 

NCBI Description 



82 

Glycine max nucleoside diphosphate kinase mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No . 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37496 

LIB3074-026-Q1-E1-B6 

BLASTN 

g343648 

36 

7.0e-ll 

48 
94 

Vigna unguiculata chloroplast ribosomal protein (LI 6 and 
L14) genes, 3 ? and 5 1 end respectively 

37497 

LIB3074-026-Q1-E1-C1 

BLASTX 

g3643607 

299 

2.0e-27 

84 

39 

(AC005395) unknown protein [Arabidopsis thaliana] 
37498 

LIB3074-026-Q1-E1-C7 

BLASTX 

g543868 

233 

6.0e-20 

67 

64 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 

>gi_1076683__pir B47493 H+-transporting ATP synthase (EC 

3.6.1.34) epsilon chain - sweet potato 

>gi_303625_dbj_BAA03527_ (D14700) Fl-ATPase epsilon-subunit 
[Ipomoea batatas] 



Seq. No. 


37499 




Seq. ID 


LIB3074- 


026 


Method 


BLASTN 




NCBI GI 


gl69974 




BLAST score 


165 




E value 


1.0e-87 




Match length 


389 




% identity 


86 




NCBI Description 


Glycine 


max 


Seq. No. 


37500 




Seq. ID 


LIB3074- 


026 


Method 


BLASTN 




NCBI GI 


gl053044 




BLAST score 


38 




E value 


. 4.0e-12 




Match length 


153 




% identity 


92 





5764 



NCBI Description Glycine max histone H3 gene, partial cds, clone SI 



oeq . wo. 


^7 Rfil 


oeq. 1JJ 


JjIDjU / 1 UiD yi Li ul 


Method 


BLASTX 


NCBI GI 


g4539316 


dLAoi score 


1 R7 
10 / 


E value 


l . ue — iu 


jyiatcn lengrn 


O / 


% identity 


0 1 


NLbi Description 


(AL035679) putative f ructose-bisphosphate aldolase 




[Arabidopsis thaliana] 


O e q . LN o • 


on c no 
J / ouz 


Qarv Tfl 

oeq. IjJ 


LIdjU / 4~Uz o— yi rvl £\o 


Method 


BLASTX 


NCBI GI 


g541943 


DT ACT 1 ooAro 

jdj_lH.o i score 


1 9£ 


E value 


7 Ha- 1 "3 


Match length 


bo 


% identity 


£7 


NCBI Description 


metaiiotnionem - soyoean >gi zzoboz prt loUooloA 




metallothionein-like protein [Glycine max] 


beq. no* 


O / OU 3 


Seq. ID 


LIBJU /4-UZo-Ql-Kl-C / 


Method 


BLASTX 


NCBI GI 


g729479 


BLAST score 


"1 A 1 

14 / 


E value 


2 . Oe-09 


Match length 


113 


•s identity 




NCBI Description 


FERREDOXIN — NADP REDUCTASE PRECURSOR (FNR) >gi 551131 




(U14956) ferredoxin NADP+ reductase precursor [Vicia faba 


oeq . iNO • 




Seq. ID 


LIB3074-028-Q1-K1-D3 


Method 


BLASTN 


JNLdI (jI 


g / Ao / id 


tsijAoi score 


OZ 


E value 


J . Ue-Zo 


Match length 


loZ 


% identity 


86 


NCBI Description 


S.oleracea mRNA for 6.1 kDa polypeptide of photosystem II 


beq. no. 








Method 


BLASTX 


NCBI GI 


gl34145 


BLAST score 


222 


E value 


3.0e-18 


Match length 


72 


% identity 


64 


NCBI Description 


STEM 28 KD GLYCOPROTEIN PRECURSOR {VEGETATIVE STORAGE 



PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi_169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 
(M76981) vegetative storage protein [Glycine max] 



5765 



>gi_226867_prf 
> g i_444325_prf" 
[Glycine max] 



_1609232B 28kD glycoprotein [Glycine max] 
_1906374A vegetative storage protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37506 

LIB3074-028-Q1-K1-F12 

BLASTX 

gll5797 

364 

9.0e-35 

99 

70 

CHLOROPHYLL A-B BINDING PROTEIN OF LHCII TYPE II PRECURSOR 
(CAB-215) (LHCP) >gi_100026_pir S16592 chlorophyll 

a/b-binding protein - garden pea >gi_20658_emb_CAA40365_ 
(X57082) chlorophyll a/b-binding protein [Pisum sativum] 



Corf T\Tn 


o / JU / 




oc^t 1U 


iilDOU / *i UZu _\_L 


r d 




OJ-iriO 1 A. 






g_5z o / z / u 




joiiiioi score 


o n ^ 




E value 


J . UC _L O 




Mat ph 1 oti rr+* H 
L id u 1^.11 _LCiiy uii 


111 

111 




% identity 


26 




NCBI Description 


(Y09533) involved 


in s' 


oeq. lno. 


J / JUO 




oeq. 1JJ 




• UA 




■rt ac™ 






/-rl Q e; c 1 




DiiAoi score 


0 £1 
-C 01 




E value 






rid L. t-Il _LCIlyL.Il 








96 




NCBI Description 


Soybean Cab3 gene 


for 




protein 




Seq. No. 


37509 




Seq. ID 


LIB3074-028-Q1-K1- 


-H5 


Method 


BLASTX 




NCBI GI 


g2959358 




BLAST score 


286 




E value 


1.0e-25 




Match length 


85 




% identity 


67 




NCBI Description 


(X96758) clathrin 


coat 


Seq. No. 


37510 




Seq. ID 


LIB3074-029-Q1-K1- 


-B4 


Method 


BLASTN 




NCBI GI 


gl69974 




BLAST score 


241 




E value 


1.0e-133 




Match length 


349 




% identity 


92 




NCBI Description 


Glycine max vspA gene, 



[Zea mays] 



5766 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37511 

LIB3074-029-Q1-K1-B5 

BLASTN 

gl70091 

90 

3.0e-43 

234 

85 

Glycine max vegetative storage protein 
complete cds 



(vspB) gene, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37512 

LIB3074-029-Q1-K1-F10 

BLASTN 

gl055367 

372 

0.0e+00 

388 

99 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

37513 

LIB3074-029-Q1-K1-F4 

BLASTN 

g2564044 

39 

2.0e-12 

59 
92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19P17, complete sequence [Arabidopsis thaliana] 



Seq. No. 


37514 


Seq. ID 


LIB3074-030-Q1-K1-B2 


Method 


BLASTN 


NCBI GI 


g!277167 


BLAST score 


52 


E value 


1.0e-20 


Match length 


160 


% identity 


84 


NCBI Description 


Glycine max cysteine proteinase 


Seq. No, 


37515 


Seq. ID 


LIB3074-030-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g3334113 


BLAST score 


145 


E value 


2.0e-09 


Match length 


75 


% identity 


41 


NCBI Description 


AC YL- COA- BINDING PROTEIN (ACBP) 



>giJL006831 (U35015) 



Seq. No. 
Seq. ID 



37516 

LIB3074-030-Q1-K1-D3 



5767 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 
gl8741 
46 

5.0e-17 

182 

81 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 

37517 

LIB3074-030-Q1-K1-E6 

BLASTX 

g4218120 

107 

5.0e-09 

72 

53 

(AL035353) Proline-rich APG-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37518 

LIB3074-030-Q1-K2-C2 

BLASTX 

g2494174 

302 

2.0e-27 

95 

62 

GLUTAMATE DECARBOXYLASE 1 (GAD 1) >gi_497979 (U10034) 
glutamate decarboxylase [Arabidopsis thaliana] 

37519 

LIB3074-030-Q1-K2-C5 

BLASTX 

g4510363 

368 

3.0e-35 

99 

69 

(AC007017) putative DNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37520 

LIB3074-030-Q1-K2-C8 

BLASTN 

g3135607 

46 

6.0e-17 

158 
82 

Cloning vector p34S-Tp, complete sequence 
37521 

LIB3074-030-Q1-K2-D7 

BLASTN 

g!70067 

46 



5768 



II 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



9.0e-17 

201 

85 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds v 

37522 

LIB3074-030-Q1-K2-E2 

BLASTX 

g4218120 

179 

3.0e-13 

53 

62 

(AL035353) 
thaliana] 



Proline-rich APG-like protein [Arabidopsis 



37523 

LIB3074-030-Q1-K2-G2 

BLASTX 

g2407273 

183 

1.0e-13 

71 

52 

(AF017359) lipid transfer protein LPT II [Oryza sativa] 
37524 

LIB3074-031-Q1-K1-A1 

BLASTN 

gl8741 

47 

6.0e-18 

111 

86 

Glycine max gene encoding ribulose-1, 5-bisphosphate 
carboxylase small subunit 

37525 

LIB3074-031-Q1-K1-H3 

BLASTX 

g322750 

441 

6.0e-44 

95 

93 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

37526 

LIB3074-031-Q1-K2-A12 

BLASTN 

gl8741 

198 

1.0e-107 
359 



5769 



% identity 


93 


NCBI Description 


Glycine max gene encoding ribulose-1, 




carboxylase small subunit 


Qprr Mn 

k_J ~ » L\\J . 


37527 


Seq. ID 


LIB3074-031-Q1-K2-B2 


Met hod 


BLASTX 


NCBI GI 


g4510379 


BLAST score 


257 


E value 


3.0e-22 


Matoh 1 pncrhh 

i. ACL L-\m*±i. XvllU 1— .1.1 


82 


%■ identity 


59 


NCRT Op^pti r>t i on 


(AC007017) hypothetical protein [Arab 


Sea No 


37528 


Seq. ID 


LIB3074-031-Q1-K2-C9 




BLASTN - ' " 


NCBI GI 


gl055367 


BLAST score 


42 


E value 


7.0e-15 


Match length 


110 


% identity 


85 


NCRT Dpsrri nt ion 


Glvrine max ribulose— 1 . 5— bisohosDhate 




subunit mRNA, complete cds 


QpiCT Ma 
O C vJ . \J . 


37529 


Sea ID 


LIB3074-031-O1-K2-G1 


Method 


BLASTN 


NCBI GI 


gl69897 


BLAST score 


102 


F. value 


3. Oe-50 


M^+*ph le = »na"t - h 


172 


0 1UC11L1L y 


95 


NCBI Description 


G.max 28 kDa protein, complete cds 




37530 


Seq. ID 


LIB3074-033-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2347088 


BLAST score 


146 


E value 


1.0e-09 


Match length 


61 


% identitv 


49 








[Phaseolus vulgaris] 




37531 




T,TR?n74-n^^-oi -ki -ri n 


Method 


BLASTX 


NCBI GI 


a2347088 


BLAST score 


157 


E value 


5.0e-ll 


Match length 


47 


% identity 


66 


NCBI Description 


(U72765) non-specific lipid transfer 




[Phaseolus vulgaris] 



5770 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37532 

LIB3074-033-Q1-K1-E5 

BLASTN 

g531828 

35 

2.0e-10 

123 

82 

Cloning vector pSportl, complete cds 
37533 

LIB3074-034-Q1-K1-C11 

BLASTX 

gl27289 

200 

2.0e-17 

123 

44 

MITOCHONDRIAL PROCESSING PEPTIDASE BETA SUBUNIT PRECURSOR 
(BETA-MPP) (UBIQUINOL-CYTOCHROME C REDUCTASE COMPLEX CORE 

PROTEIN I) >gi_482261__pir A29881 mitochondrial processing 

peptidase (EC 3.4.99.41) beta chain precursor - Neurospora 
crassa >gi_168858 (M20928) processing enhancing protein 
precursor [Neurospora crassa] 

37534 

LIB3074-034-Q1-K1-C12 

BLASTX 

g730010 

143 

2.0e-09 

62 

53 

MALATE DEHYDROGENASE, MITOCHONDRIAL PRECURSOR 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37535 

LIB3074-034-Q1-K1-D10 

BLASTX 

g2956754 

161 

2.0e-ll 
54 
61 

(AL022104) 
pombe] 



6-phosphofructokinase [Schizosaccharomyces 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37536 

LIB3074-035-Q1-K1-A6 

BLASTN 

gl420884 

49 

9.0e-19 

89 

89 

Phaseolus vulgaris proline-rich 14 kDa protein mRNA, 
complete cds 



5771 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37537 

LIB3074-035-Q1-K1-A9 

BLASTN 

gl055367 

48 

3.0e-18 

136 

84 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37538 

LIB3074-035-Q1-K1-E1 

BLASTN 

g531828 

39 

4.0e-13 

79 
87 

Cloning vector pSportl, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37539 

LIB3074-035-Q1-K1-F9 

BLASTN 

gl69974 

107 

2.0e-53 

155 

92 

Glycine max vspA gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37540 

LIB3074-036-Q1-K1-A6 

BLASTN 

g456567 

93 

8.0e-45 

200 

89 

Pisum sativum ubiquitin conjugating enzyme 
cds 



(UBC4) , complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37541 

LIB3074-036-Q1-K1-C10 

BLASTN 

gl69974 

74 

2.0e-33 

201 

85 

Glycine max vspA gene, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37542 

LIB3074-036-Q1-K1-F8 

BLASTN 

gl69974 

191 



5772 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-103 

311 

90 

Glycine max vspA gene, complete cds 
37543 

LIB3074-036-Q1-K1-H11 

BLASTN 

g2055227 

43 

7.0e-15 

81 
95 

Glycine max mRNA for SRC1, complete cds 
37544 

LIB3074-037-Q1-K1-A11 

BLASTX 

g2558539 

187 

2.0e-14 
70 
56 

(Z29958) 
gallus] 



ubiquitin-ribosomal protein fusion protein [Gallus 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



37545 

LIB3074-037-Q1-K1-A12 

BLASTX 

g322750 

342 

2.0e-32 

112 

64 

ubiquitin / ribosomal protein CEP52 - wood tobacco 
>gi_170217 (M74100) ubiquitin fusion protein [Nicotiana 
sylvestris] 

37546 

LIB3074-037-Q1-K1-A4 

BLASTN 

gl70067 

109 

2.0e-54 

288 

91 

Soybean (G.max) proline-rich cell wall protein (SbPRP3) 
gene, complete cds 

37547 

LIB3074-037-Q1-K1-A5 

BLASTX 

g2104959 

180 

2.0e-13 

71 

55 



5773 



# 



NCBI Description (U96925) immunophilin [Vicia faba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37548 

LIB3074-037-Q1-K1-B7 

BLASTN 

g343041 

39 

1.0e-12 

126 
88 

Pisum sativum chloroplast Val-tRNA gene 



37549 

LIB3074-037-Q1-K1-C1 

BLASTN 

gl70089 

214 

1.0e-117 

398 
89 

G.max vegetative storage protien 



mRNA (VSP27), complete cds 



37550 

LIB3074-037-Q1-K1-C11 

BLASTX 

g!69900 

127 

5.0e-10 

74 
54 

(M37529) 31 kDa protein [Glycine max] 
37551 

LIB3074-037-Q1-K1-D1 

BLASTN 

gl055367 

204 

l.Oe-111 

298 
94 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

37552 

LIB3074-037-Q1-K1-D10 

BLASTN 

gl055367 

180 

8.0e-97 

268 
92 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



37553 

LIB3074-037-Q1-K1-H1 
BLASTN 



5774 



<D 



NCBI GI 


gl055367 


BLAST score 


82 


E value 


2.0e-38 


Ma 1~ ph lencrth 


154 


% "i fipnt" 1 1~ v 


88 


MPRT Dps cr*it)t ion 


Glycine max ribulose-1/ 5— bisphosphate 




subunit mRNA, complete cds 


S per - No. 


37554 


Seq. ID 


LIB3074-037-Q1-K1-H8 


Method 


BLASTN 


NCBI GI 


gl8741 


BLAST score 


177 


E value 


7.0e-95 


Match length 


257 


S; i Hen1~ it v 


96 


NCBI Description 


Glycine max gene encoding ribulose-1/ 5 




carboxylase small subunit 


Qprr KfO 


37555 


Seq. ID 


LIB3074-038-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g!70067 


BLAST score 


108 


E value 


7.0e-54 


Matph 1 encrth 


244 


o ±uci 1 l» _l y 


86 


"NTPRT nocPTI r\f* i ATI 


^Invh^sn (Gt ttisx'^ nrnl "i np-ri ph pel 1 wal 1 

OU yJJCClli \ Vj • ILL CI Ji. / pi UX.L11U J — L Wll J- -L. iVUXX 




gene f complete cds 




37556 


Sea ID 


LIB3074-038-Q1-K1-B10 


Method 


BLASTX 


NCBI GI 


gl730118 


BLAST score 


158 


E value 


9.0e-ll 


Match length 


58 


% identity 


60 



(SbPRP3) 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



FUMARATE HYDRATASE PRECURSOR (FUMARASE) 
>gi_469103_emb_CAA55314_ (X78576) fumarase [Rhizopus 
oryzae] 

37557 

LIB3074-038-Q1-K1-D10 

BLASTX 

gl36753 

166 

1.0e-ll 

57 
60 

GLYCOGEN (STARCH) SYNTHASE, ISOFORM 1 
>gi_101338_pir A38326 UDPglucose — starch 

glucosyltransferase (EC 2.4.1.11) 1 - yeast (Saccharomyces 
cerevisiae) >gi_172870 (M60919) glycogen synthase 
[Saccharomyces cerevisiae] >gi_836770_dbj_BAA09254_ 
(D50617) glycogen synthase isoform 1 [Saccharomyces 
cerevisiae] >gi_1122228__dbj_BAA08032_ (D44599) Glycogen 



5775 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



synthase GSY1 [Saccharomyces cerevisiae] 
37558 

LIB3074-038-Q1-K1-D5 

BLASTX 

g2347088 

225 

1.0e-18 

60 
70 

(U727 65) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 

37559 

LIB3074-038-Q1-K1-E6 

BLASTX 

gll72995 

157 

1.0e-10 

57 

60 

60S RIBOSOMAL PROTEIN L22 >gi_1083790_pir S52084 ribosomal 

protein L22 - rat >gi_710295_emb_CAA55204_ (X78444) 
ribosomal protein L22 [Rattus norvegicus] 

>gi_1093952_prf 2105193A ribosomal protein L22 [Rattus 

norvegicus] 

37560 

LIB3074-038-Q1-K1-G1 

BLASTX 

g2493694 

295 

1.0e-26 

116 

53 

PHOTOS YSTEM II REACTION CENTRE W PROTEIN PRECURSOR (PS 1 1 

6.1 KD PROTEIN) >gi_1076268_pir S53025 photosystem II 

protein - spinach >gi_728716_emb_CAA594 09__ (X85038) protein 
of photosystem II [Spinacia oleracea] 

37561 

LIB3074-038-Q1-K1-G7 

BLASTX 

g2507421 

199 

2.0e-15 

60 

70 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4490709_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



37562 

LIB3074-038-Q1-K1-G9 

BLASTN 

g407800 



5776 



BLAST score 

E value 

Match length 

% Identity 

NCBI Description 



49 

1.0e-18 

73 
92 

G.hirsutum mRNA for ribosomal protein 41, large subunit 
(RL41) 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



37563 

LIB3074-039-Q1-K1-B3 

BLASTN 

gl70087 

170 

9.0e-91 

274 

92 

G.max vegetative storage protein mRNA (VSP25 gene) 
37564 

LIB3074-039-Q1-K1-B8 

BLASTN 

g531828 

47 

9.0e-18 

101 

89 

Cloning vector pSportl, complete cds 
37565 

LIB3074-039-Q1-K1-C1 

BLASTX 

gl34145 

162 

2.0e-ll 

81 

46 

STEM 28 KD GLYCOPROTEIN PRECURSOR (VEGETATIVE STORAGE 

PROTEIN A) >gi_99886_pir S08511 28K protein - soybean 

>gi_169898 (M37530) 28 kDa protein [Glycine max] >gi_169975 
(M76981) vegetative storage protein [Glycine max] 

>gi_226867_prf 1609232B 28kD glycoprotein [Glycine max] 

>gi_444325_prf 1906374A vegetative storage protein 

[Glycine max] 

37566 

LIB3074-039-Q1-K1-C8 

BLASTN 

g303900 

98 

8.0e-48 

290 

49 

Soybean gene for ubiquitin, complete cds 
37567 

LIB3074-039-Q1-K1-D10 

BLASTN 

gl70067 



5777 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



107 

3.0e-53 

329 

83 

Soybean {G.max) proline-rich cell wall protein 
gene, complete cds 



(SbPRP3) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37568 

LIB3074-039-Q1-K1-D5 

BLASTX 

g531829 

142 

6.0e-09 
62 
48 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



beq. wo. 


^7 RfiQ 


beq. iij 




JXieunoa 






rr -3 C Q 9 O O C 


hiiiAoi score 


1 £H 
1 OU 


E value 


3.0e-13 


Match length 


71 


% identity 


00 


NCBI Description 


/ 7\ n A R / Q £ \ nnlri r\T»m TM~r^+- an n r Z\ V 3 V"\ 1 H fiT^i Q *t 
^fiUUUD*i 270 / unKuOWIl piULclIl [rtl aJJIUUpoii 


beq. no. 


-37 C17H 

J I D I U 


Seq. ID 


LIdJU / 4-Uj3 yi JS.l~r y 


Method 


qt 7\ C?rpTVT 

eJIiAo i N 




U J. / \J\J O _/ 


DL1H.01 score 




Hi V ct_L Lie; 




Match length 


273 


% identity 


82 


NCBI Description 


G.max vegetative storage protien mRNA 


Seq. No. 


37571 


Seq. ID 


LIB3074-039-Q1-K1-G11 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


213 


E value 


1.0e-116 


Match length 


361 


% identity 


89 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


37572 


Seq. ID 


LIB3074-040-Q1-K1-A8 


Method 


BLASTN 


NCBI GI 


g!70089 


BLAST score 


188 


E value 


1.0e-101 


Match length 


296 


% identity 


91 


NCBI Description 


G.max vegetative storage protien mRNA 



5778 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37573 

LIB3074-040-Q1-K1-D2 

BLASTN 

g!055367 

164 

3.0e-87 

224 

93 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit inRNA, complete cds 

37574 

LIB3074-040-Q1-K1-F2 

BLASTN 

g2961299 

75 

4.0e-34 

251 

82 

Cicer arietinum mRNA for ribosomal protein L24 



37575 

LIB3074-041-Q1-K1-A11 

BLASTX 

g456568 

245 

6.0e-21 

54 
85 

(L29077) ubiquitin conjugating enzyme 



[Pisum sativum] 



Seq. No. 

Seq. 1 ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37576 

LIB3074-041-Q1-K1-B2 

BLASTN 

gl055367 

260 

1.0e-144 

371 

93 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37577 

LIB3074-041-Q1-K1-B8 

BLASTN 

gl69974 

230 

1.0e-126 

306 

94 

Glycine max vspA gene, 



complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



37578 

LIB3074-041-Q1-K1-E6 

BLASTN 

g!70067 



5779 



BLAST score 


/ ni 

138 


E value 


1.0e-71 


Match length 


349 


% identity 


87 


NCBI Description 


Soybean 



gene, 



.max) proline-rich cell wall protein (SbPRP3) 
complete cds 



Seq. No. 


37579 


Seq. ID 


LIB3074-041-Q1-K1-E7 


Method 


BLASTX 


NCBI GT 


al277168 


BLAST score 


110 


W 1 lip 
X-i V GLX HO 


8 . Oe-09 


Matt^h 1 pnnth 


62 


% identity 


62 


NCBI Description 


(U51855) cysteine proteinase inhibitor [Glycine max] 




37580 


o&rt TD 

OCl^ • J-U 


T,TM074-041-Ol-Kl-E8 






MpDT (IT 
LN^JDX VJX 




DT 7\QT or"nro 
BXj/iO 1 btUIc 


79 


IT TTa 1 up 
J_t vax H.C; 


2 Oe-32 


Ma +• ph 1 pti fri~ Vi 
i Ja U Oil _L tsiiy ull 


124 


O _L U.C1 it L y 


90 


NCBI Description 


Soybean (G.max) proline-rich cell wall protein (SbPRP3 




gene, complete cds 


Opfr Kin 


37581 


q prr Tn 


LIR3074-041-O1-K1-F1 

U X JJ .J U / V/ " X S&X i\.J- i. X 


L1C L.11VJVJ. 


BLASTX 


MfDT (IT 


rr4^^ E S7 c l c S 

U 1 ^J«J J / J J 


Di_Ltt.O i OUUIC 


143 


F, va"Lnp 


5 . 0e-09 


Mat ph 1 pti rrt* li 
i id u oil xcnyuii 


70 


% identity 


39 


NCBI Description 


(AC006284) putative hydroxyproline-rich glycoprotein 




TATabi Hons \ s thai \ anal 


Qprr Mn 

OCI^. IN W • 


J / -J O 




T,TR^074-041 -Ol -K1 -F? 




DlinC X IN 


IMOOx OX 


rrl 700ft Q 




63 


E value 


4.0e-27 


Match length 


143 


% identity 


86 


NCBI Description 


G.max vegetative storage protien mRNA (VSP27), complet 


Seq. No. 


37583 


Seq. ID 


LIB3074-041-Q1-K1-F6 


Method 


BLASTN 


NCBI GI 


gl70091 


BLAST score 


309 


E value 


1.0e-173 


Match length 


405 


% identity 


94 



5780 



NCBI Description 



Glycine max vegetative storage protein (vspB) gene, 
complete cds 



Seq. No. 


37584 




Seq. ID 


LIB3074- 


-041- 


via LIUJU 


BLASTN 




KFPPT (ZT 


a 169974 




IdIjHD J. SCOIc 


O .7 




V T7a 1 no 
Xj V d-L LLC 


1.0e-42 




jyiaucn xengun 


^ U -L 




Q, -* /-\ 4* ^ 4^ t t 

-s laenriLy 


u u 






ni VP i tip 


max 


Sea No* 


37585 




Seq. ID 


LIB3087- 


-001 


Method 


BLASTX 




NCBI GI 


g228899! 




BLAST score 


218 




E value 


1.0e-17 




Match length 


92 




% identity 


57 




NCBI Description 


(AC002335) 



oxidoreductase isolog [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37586 

LIB3087-001-Q1-K1-A3 

BLASTX 

g2344901 

182 

1.0e-13 

91 

51 

(AC002388) serine/threonine protein kinase isolog 
[Arabidopsis thaliana] 

37587 

LIB3087-001-Q1-K1-A9 

BLASTX 

g4467153 

176 

1.0e-12 

45 
71 

(AL035540) putative thaumatin-like protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37588 

LIB3087-001-Q1-K1-B9 

BLASTX 

g2275211 

165 

2.0e-ll 

42 
76 

(AC002337) RNA helicase isolog [Arabidopsis thaliana] 



Seq. No. 



37589 



5781 



Seq. ID 


LIB3087-001-Q1-K1-C11 


Method 


BLASTX 


NCBI GI 


gl903034 


BLAST score 


174 


V. 1 np 

i_J V GL U. 


1.0e-12 


Mstph 1 pncrth 

L ACL L— Vw^ 1 X -L. Ull 


82 




45 


NCBI DescriDtion 


(X94625) amp-binding protein 


Qpn Wo 

JCVJi IN w * 


37590 


Seq. ID 


LIB3087-001-Q1-K1-E10 


Mpt hod 


BLASTN 


NCBI GI 


gl813328 


BLAST score 


146 


E value 


2.0e-76 


Match, lenath 


250 




90 


NCBI Description 


Canavalia gladiata mRNA for 




37591 


Seq. ID 


LIB3087-001-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g4406792 


BLAST score 


175 


E value 


1.0e-12 


Mfltr'bi 1 pnnf h 


114 


9; "1 H^Flt 1 t V 
O XUCilL>-L Ujr 


36 




(AC006304} outative reverse 




thaliana] 




37592 


Seq. ID 


LIB3087-001-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g2832661 


BLAST score 


180 


E value 


3.0e-13 


Match length 


87 



[Brassica napus] 



complete cds 



[Arabidopsis 



% identity 

NCBI Description 



44 

(AL021710) 
thaliana] 



pherophorin - like protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37593 

LIB3087-001-Q1-K1-H4 

BLASTN 

g2661127 

87 

3.0e-41 

265 

84 

Glycine max arginase (pAGl) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



37594 

LIB3087-001-Q1-K1-H8 

BLASTN 

g2369713 

160 

1.0e-84 



5782 




Ma "h 1 oti rri" 

i la. U Oil i.Cll^ Lll 


380 


^ -L vXC 11 u x i_y 


u u 


NCBI Description 


Beta vulgaris cDNA for elongation factor 


Con Mn 


37595 


Seq. ID 


LIB3087-002-O1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3786007 


BLAST score 


182 
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Sea ID 


LIB3087-002-O1-K1-C8 
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RLASTX 
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Ln ^ U _L VJ J- 




BLAST score 


527 


E value 
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LIB^087-002-Ol-Kl-D9 

JjXDJUvj / \J KJ __. yl IA.X U _/ 


l_-llVJV_i 


BLASTX 


NCBI GI 


g3522954 


BLAST score 


291 


lli VdlUc 




Ma Vi 1 on/T'HVi 
L v ia.L^Il Xclly Lil 
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fArn04411^ TAA?0 TArahi donqi q f hal i anal 
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L1C 




NCBI GI 


g4210451 


BLAST score 


229 
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Seq. ID 


UXDJUU / VJVJ-.J Si-L Iv-L U Z/ 


Method 


BLASTX 


NCBI GI 


g3334299 


BLAST score 


251 


E value 


7.0e-22 


Match length 


64 


% identity 


81 


NCBI Description 


PROTEASOME, ALPHA SUBUNIT (MULT I CATALYTIC ENDOPEPT I DASE 



COMPLEX ALPHA SUBUNIT) >gi_2315211_emb_CAA74 725_ (Y14339) 
proteasome alpha subunit [Lycopersicon esculentum] 



5783 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37600 

LIB3087-003-Q1-K1-C8 

BLASTX 

g3482967 

262 

6.0e-23 

67 

76 

(AL031369) Protein phosphatase 2C-like protein 
thaliana] >gi_4559345_gb_AAD23006 . 1_AC006585_1 
protein phosphatase 2C [Arabidopsis thaliana] 



[Arabidopsis 
(AC006585) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

.Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37601 

LIB3087-003-Q1-K1-F11 

BLASTX 

g2462749 

213 

3.0e-17 

76 

64 

(AC002292) Putative Serine/Threonine protein kinase 
[Arabidopsis thaliana] 

37602 

LIB3087-003-Q1-K1-F2 

BLASTN 

g944814 

42 

2.0e-14 

146 
82 

Pueraria 
complete 



lobata 
cds 



mRNA for chalcone flavanone isomerase, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



37603 

LIB3087-004-Q1-K1-A4 

BLASTX 

g!169451 

311 

8.0e-29 

99 

60 

PROBABLE GLUCAN ENDO-1, 3-BETA-GLUCOSIDASE A6 PRECURSOR 

( (l->3) -BETA- GLUCAN ENDOHYDROLASE) ( (l->3) -BETA-GLUCANASE) 

(BETA-1, 3-ENDOGLUCANASE) >gi_322510_pir S31906 

beta-1, 3-glucanase homolog - Arabidopsis thaliana 
>gi_22677_emb_CAA49853_ (X70409) A6 [Arabidopsis thaliana] 
>gi__2244764_emb_CAB10187_ (Z97335) AMP-binding protein 
[Arabidopsis thaliana] 

37604 

LIB3087-004-Q1-K1-B4 

BLASTN 

g!69980 

300 

1.0e-168 
335 



5784 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



98 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
37605 

LIB3087-004-Q1-K1-B5 1 

BLASTX 

g3402711 

326 

2.0e-30 

109 

38 

(AC004261) putative RNA-binding protein [Arabidopsis 
thaliana] 



Seq. No. 


37606 


Seq. ID 


LIB3087-004-Q1-K1-C3 


Method 


BLAST N 


NCBI GI 


g3821780 


BLAST score 


36 


E value 


8.0e-ll 


Match length 


36 


% identity 


100 


NCBI Description 


Xenopus laevis cDNA clone 27A6 


Seq. No. 


37607 


Seq. ID 


LIB3087-004-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2494132 


BLAST score 


385 


E value 


1.0e-37 


Match length 


84 


% identity 


81 


NCBI Description 


(AC002376) Contains similarity 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



monooxygenase (gb_M64082) . [Arabidopsis thaliana] 
37608 

LIB3087-004-Q1-K1-F9 

BLASTX 

g461735 

184 

3.0e-14 

72 
57 

MITOCHONDRIAL CHAPERONIN HSP60-1 PRECURSOR 

>gi_478785_pir S29315 chaperonin 60 - cucurbit 

>gi_12544_emb_CAA50217_ (X70867) chaperonin 60 [Cucurbita 
sp. ] 

37609 

LIB3087-004-Q1-K1-H2 

BLASTN 

g3821780 

36 

6.0e-ll 

37 
61 

Xenopus laevis cDNA clone 27A6-1 



5785 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37610 

LIB3087-005-Q1-K1-B10 

BLASTX 

g3548808 

331 

5.0e-31 

113 

53 

(AC005313) unknown protein [Arabidopsis thaliana] 



37611 

LIB3087-005-Q1-K1-C3 

BLASTN 

g!675195 

65 

2.0e-28 

129 

88 

Pisum sativum (clone PsRCI22-3) 
complete cds 



callus protein P23 mRNA, 



37612 

LIB3087-005-Q1-K1-D10 

BLASTX 

gll68493 

156 

2.0e-10 

97 
47 

ARGINASE >gi_602422 (U15019) arginase [Arabidopsis 
thaliana] >gi_4325373__gb_AAD17369_ (AF128396) Arabidopsis 
thaliana arginase (SW:P46637) (Pfam: PF00491, Score=419.6, 
E=3.7e-142 N=l) [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37613 

LIB3087-005-Q1-K1-G10 

BLASTX 

g2501597 

165 

2.0e-ll 

58 
59 

PROTEIN 22A3 >gi_1638838_ 
[Mus mus cuius] 



emb CAA67982 (X99668) unknown 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37614 

LIB3087-005-Q1-K1-G2 

BLASTX 

g3927831 

257 

3.0e-22 

73 

37 

(AC005727) similar to mouse ankyrin 3 [Arabidopsis 
thaliana] 



5786 



Seq. No. 


J / D10 


beq. iu 


T,TR^nft7-0nfi-Ol-Kl-A3 

IliDJUO / \J \J \J \s -L L\ J- xa.-' 


Method 


DT 7\ QTY 


NCBI GI 


g4510345 


BLAST score 


162 


E value 


3 . ue x x 


Match length 


Do 


% identity 




"NT/™ 1 D T" T~N ^ -v -i t-\ 4- t /-\ t"\ 

JNL*.bX UeSCiipLlOn 


/ APPi H *M nnTcnnwn rjrotein 


Seq. No. 


J / DiO 


oeq. xu 


T.TR^087-006-Ol-Kl-A4 


ixieunoa. 




NCBI GI 


gl362008 


BLAST score 


112 


E value 




Matcn lengtn 




% identity 


1 /I 


NCBI Description 


UDiquiLin iiKc pxuL-tJXii x^. 


Seq. No. 


O / OX / 


beq. id 


Xj X DJ U O / UUD Vi- 1 - -"-X £j*± 


Metnoa 


DT 7\ CTY 

oXi-riO 1 A 


NCBI GI 


gl621268 


BLAST score 


161 


E value 




Match length 


1 m 


% identity 


C A 


NCBI Description 


\ Ziu IU 1/i J 1X11 WJ.1 )_ IVX UXiiUO 


Seq. No. 


o / oxo 


oeq. iu 


t TR^nft7-nn^-ni -ki -q? 

XiXDOUO / UUv St- 1 - • CVJ - 


Metnoa 


nXii-io 1 A 




al350736 


BLAST score 


145 


E value 


4.0e-09 


Match length 


33 


% identity 


85 


NCBI Description 


60S RIBOSOMAL PROTEIN L37 



- Arabidopsis thaliana 



protein L37 



(X79074) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



ribosomal protein L37 [Lycopersicon esculentum] 
37619 

LIB3087-006-Q1-K1-H3 

BLASTX 

g3450842 

125 

3.0e-09 

66 

56 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



37620 

LIB3087-006-Q1-K1-H5 

BLASTX 

g3450842 



5787 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



384 

2.0e-37 

88 

82 

(AF080436) mitogen activated protein kinase kinase [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37621 

LIB3087-007-Q1-K1-A4 

BLASTN 

g21054 

59 

1.0e-24 

98 
92 

P. vulgaris mRNA for tonoplast intrinsic protein 
37622 

LIB3087-007-Q1-K1-D9 

BLASTX 

g2281115 

581 

3.0e-60 

126 

91 

(AC002330) putative cullin-like 1 protein [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37623 

LIB3087-008-Q1-K1-B8 

BLASTX 

g2129630 

308 

3.0e-28 

69 

72 

lamin - Arabidopsis thaliana >gi_1262754_emb_CAA657 50_ 
(X97023) lamin [Arabidopsis thaliana] >gi_3395760 (U77721) 
unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



37624 

LIB3087-008-Q1-K1-E10 

BLASTX 

g2781357 

385 

3.0e-37 

103 

71 

(AC003113) F2401.13 [Arabidopsis thaliana] 
37625 

LIB3087-008-Q1-K1-F4 

BLASTX 

g3776005 

216 

1.0e-17 
78 



5788 



% identity 59 

NCBI Description (AJ0104 66) RNA helicase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37626 

LIB3087-008-Q1-K1-G2 

BLASTN 

g432488 

70 

3.0e-31 

218 
84 

Wheat initiation factor 



1A (elF-lA) mRNA 



37627 

LIB3087-008-Q1-K1-H6 

BLASTX 

g2129655 

101 

2.0e-13 

61 

77 

OBP32pep protein - Arabidopsis thaliana (fragment) 
>gi_1022799 (U37698) OBP32pep [Arabidopsis thaliana] 

37628 

LIB3087-009-Q1-K1-A3 

BLASTX 

g3811380 

247 

4.0e-21 

132 

46 

(AF100956) BING4 [Mus musculus] >gi_4050103 (AF110520) 
BING4 [Mus musculus] 

37629 

LIB3087-009-Q1-K1-E3 

BLASTX 

g4262226 

263 

4.0e-23 

80 

64 

(AC006200) putative protein kinase [Arabidopsis thaliana] 
37630 

LIB3087-009-Q1-K1-G1 

BLASTX 

g2642648 

407 

8.0e-40 

130 

68 

(AF033852) cytosolic heat shock 70 protein; HSC70-3 
[Spinacia oleracea] >gi_2660768 (AF034616) cytosolic heat 
shock 70 protein [Spinacia oleracea] >gi_2660770 (AF034617) 
cytosolic heat shock 70 protein [Spinacia oleracea] 



5789 



CI 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37631 

LIB3087-009-Q1-K1-G9 

BLASTX 

gl213557 

149 

1.0e-09 

67 

34 

(U50199) coded for by C. elegans cDNA yk89e9.5; coded for 
by C. elegans cDNA cm7g5; coded for by C. elegans cDNA 
cml4b9; coded for by C. elegans cDNA yk52g5.5; coded for by 
C. elegans cDNA yk76e5.5; coded for by C. elegans cDNA 
ykl31fll.5; c 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37632 

LIB3087-009-Q1-K1-H1 

BLASTX 

gl335862 

113 

1.0e-ll 

115 

42 

(U42608) clathrin heavy chain [Glycine max] 
37633 

LIB3087-009-Q1-K1-H12 

BLASTN 

gl675195 

98 

9.0e-48 
214 
8 6 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 

37634 

LIB3087-010-Q1-K1-A8 

BLASTN 

g3318610 

54 

5.0e-22 

106 

88 

Glycine max mRNA for mitochondrial phosphate transporter, 
complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37635 

LIB3087-010-Q1-K1-C12 

BLASTX 

g3641837 

280 

3.0e-25 

82 

65 

(AL023094) Nonclathrin coat protein gamma - like protein 
[Arabidopsis thaliana] 



5790 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37636 

LIB3087-010-Q1-K1-C3 

BLASTN 

gl711035 

115 

6.0e-58 

279 

85 

Pisum sativum hydroxyproline rich glycoprotein PsHRGPl 
inRNA, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37637 

LIB3087-010-Q1-K1-C6 

BLASTN 

gl848272 

97 

3.0e-47 

157 

90 

Lathyrus sativus phytochrome type A 
cds 



(phyA) gene, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37638 

LIB3087-010-Q1-K1-C7 

BLASTX 

g3319355 

272 

5.0e-24 

61 
85 

(AF077407) similar to chaperonin containing TCP-1 complex 
gamma chain [Arabidopsis thaliana] 

37639 

LIB3087-010-Q1-K1-C8 

BLASTN 

g2444419 

72 

2.0e-32 

160 

86 

Glycine max ribosome-associated protein p40 mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37640 

LIB3087-010-Q1-K1-F5 

BLASTX 

g2661179 

304 

7.0e-28 

82 

70 

(U80984) AtZWIO [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



37641 

LIB3087-010-Q1-K1-F8 



5791 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

gll50683 

54 

1.0e-21 

250 

82 

V.radiata atpB, rbcL and trnK genes 
37642 

LIB3087-010-Q1-K1-H8 

BLASTX 

g2344898 

221 

4.0e-18 

45 
82 

(AC002388) 
thaliana] 



60S ribosomal protein L30 isolog [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37643 

LIB3087-010-Q1-K1-H9 

BLASTX 

g3927835 

486 

3.0e-49 
109 
80 

(AC005727) 
thaliana] 



similar to Streptomyces PapA [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37644 

LIB3087-011-Q1-K1-E6 

BLASTX 

g4115936 

202 

1.0e-15 

80 
53 

(AF118223) No definition line found [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37645 

LIB3087-011-Q1-K1-E7 

BLASTX 

g4115936 

119 

9.0e-12 

68 

47 

(AF118223) No definition 



line found [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



37646 

LIB3087-011-Q1-K1-F6 

BLASTX 

g629654 

205 

4.0e-16 
111 



5792 



% identity 45 

NCBI Description 5 1 -phosphoribosyl-4- (N-succxnocarboxamide )-5-ami 
noimidazole synthetase - moth bean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37647 

LIB3087-011-Q1-K1-H5 

BLASTX 

g4090257 

298 

6.0e-27 

70 

80 , ,._ 

(AJ131732) ribosomal protein L37A [Pseudotsuga menziesii] 

37648 

LIB3087-012-Q1-K1-A4 

BLASTX 

g3355477 

163 

5-0e-13 

76 
66 

(AC004218) 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



putative P-glycoprotein, pgpl [Arabidopsis 



37649. 

LIB3087-012-Q1-K1-B11 

BLASTX 

g461753 

173 

2.0e-12 

103 

43 

ATP-DEPENDENT CLP PROTEASE ATP-BINDING SUBUNIT CLPA HOMOLOG 
PRECURSOR >gi_419773_pir_S31164 ATP-dependent ClpB 
proteinase regulatory chain homolog precursor, chloroplast 
- garden pea >gi_169128 (L09547) nuclear encoded precursor 
to chloroplast protein [Pisum sativum] 

37650 

LIB3087-012-Q1-K1-C10 

BLASTX 

g3868756 

288 

7.0e-26 

118 

53 

(D86611) catalase [Oryza sativa] 
37651 

LIB3087-012-Q1-K1-C12 

BLASTN 

gll84986 

124 

3.0e-63 

256 

87 



5793 



NCBI Description 



# 



Nicotiana tabacum GTP-binding protein NTGB1 mRNA, partial 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37652 

LIB3087-012-Q1-K1-C9 

BLASTX 

g2980795 

315 

4,0e-29 

115 

58 

(AL022197) putative protein [Arabidopsis thaliana] 
37653 

LIB3087-012-Q1-K1-D11 

BLASTX 

g3928097 

264 

6,0e-23 

73 

70 

(AC005770) unknown protein, 5 T partial [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37654 

LIB3087-012-Q1-K1-G10 

BLASTX 

g3158376 

233 

2.0e-19 

99 
49 

(AF035385) unknown [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37655 

LIB3087-012-Q1-K1-G8 

BLASTX 

g3318611 

113 

8,0e-12 

101 

54 

(AB016063) mitochondrial phosphate transporter [Glycine 
max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



37656 

LIB3092-001-Q1-K1-A10 

BLASTX 

g3126967 

286 

6.0e-26 

80 

13 

(AF061807) polyubiquitin [Elaeagnus umbellata] 
37657 

LIB3092-001-Q1-K1-A8 



5794 



Metnoa 


DJjriO 1 A 






BLAST score 


106 


E value 


5.0e-10 


Match length 


0 U 


% identity 


D ± 


NCBI Description 


/a^^n^Q^T^ rmf » t* "i \tp>, r^rhnnvl TPfiupt ase 




■hVtral i anal 


beq. no. 


O / DJO 


oeq. lu 


T.TR^n9?-001-01-Kl-Cl 


Method 


dt aofpy 

DliriOX A. 


NCBI GI 


g384332 


BLAST score 


211 


E value 


d . ue i / 


Match length 


1U1 


% identity 


4 4 


Nubi Description 


n -r~> ttq -y- -j— o cq r T wr""(OT""\CiT*C H PriTI Ci c pi 1 1 PTThnml 


Seq. No. 




oeq. lU 


T.TR^nQ^-001-Ol-Kl-DlO 


Method 


dJjAo 1 N 


NCBI GI 


gl8764 


BLAST score 


188 


E value 


l . ue lui 


Match length 


O A A 

444 


% identity 


95 


NCBI Description 


O ma v f Q1 rrona ■For* el rinrr^l" "i nn f 3 fffTT 


Seq. No. 


J / bbU 


beq. id 


IjJ.iOOU .7--. Uul v- 5 - rtx 


Method 


BbAbllN 


NCBI GI 


giuoo JO / 


BLAST score 


230 


E value 


1.0e-126 


Match lengtn 




% identity 


yi 


NCBI Description 


biycme max riDUiose-i, o-Dispnospndue t 






Seq. No. 


0 / obl 


beq. id 


t TR^nQ9-oni -ni — ki — ng 


Method 


DlariO 1 IN 


NCBI GI 


gl8764 


BLAST score 


276 


E value 


± • ue x 3*2 


Match lengtn 




% identity 


y / 


NCBI Description 


o.iuax teioi gene iui ciunya lj-uh j_o.ol.w-i- 


Seq. No. 


0 /boz 


OcCJ. ±U 




Method 


BLASTX 


NCBI GI 


gl076510 


BLAST score 


333 


E value 


3.0e-31 


Match length 


105 



5795 



% identity 

NCBI Description 



60 

pepticiylprolyl isomerase (EC 5.2.1.8) Cyp - kidney bean 
>gi__829119_emb_CAA52414_ (X74403) cyclophilin [Phaseolus 
vulgaris] 



Seq. No. 


37663 


Seq. ID 


LIB3092-001-Q1-K1-G1 


Method 


BLASTX 


NCBI GI 


o o o o r / *i c 

g2832o25 


BLAST score 


180 


E value 


2 . Oe-13 


Match length 


77 


% identity 


55 


NCBI Description 


(AL021711) putative protein [Arabidopsis thaliana] 


Seq. No. 


37664 


Seq. ID 


LIB3092-001-Q1-K1-G7 


Method 


BLASTN 


NCBI GI 


gl70073 


BLAST score 


175 


E value 


8.0e-94 


Match length 


221 


% identity 


95 


NCBI Description 


Soybean calmodulin (SCaM-3) mRNA, complete cds 


Seq. No. 


37665 


Seq. ID 


LIB3092-001-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g544184 


BLAST score 


194 


E value 


2.0e-28 


Match length 


113 


% identity 


61 


NCBI Description 


4-ALPHA-GLUCANOTRANSFERASE PRECURSOR (AMYLOMALTASE) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



(DISPROPORTIONATE ENZYME) (D-ENZYME) 

>gi_322785_pir A4504 9 4-alpha-glucanotransf erase (EC 

2.4.1.25) - potato >gi_296692_emb_CAA4 8 630_ (X68664) 
4-alpha-glucanotransferase [Solanum tuberosum] 

37666 

LIB3092-001-Q1-K1-H12 

BLASTN 

g4324966 

157 

4.0e-83 

193 
95 

Glycine max ADP-ribosylation factor mRNA, partial cds 
37667 

LIB3092-002-Q1-K1-A6 

BLASTX 

g3297815 

176 

1.0e-16 

64 

67 



5796 



NCBI Description (AL031032) putative protein [Arabidopsis thaliana] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37668 

LIB3092-002-Q1-K1-C9 

BLASTN 

g3821780 

37 

3.0e-ll 

49 

67 

Xenopus laevis cDNA clone 27A6-1 



37669 

LIB3092-002-Q1-K1-D10 

BLASTN 

g2331300 

294 

1.0e-165 

329 

98 

Zea mays ribosomal protein 
cds 



S4 type I (rps4) mRNA, complete 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37670 

LIB3092-002-Q1-K1-E3 

BLASTN 

g984307 

58 

3.0e-24 

106 

89 

Glycine max ribosomal protein S16 (rpsl6) gene, partial 
cds, beta-carboxyltransferase (accD) , photosystem I 
component (psal) , ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 



Seq. No. 


37671 


Seq. ID 


LIB3092- 


Method 


BLASTX 


NCBI GI 


gl854443 


BLAST score 


138 


E value 


7.0e-09 


Match length 


56 


% identity 


52 


NCBI Description 


(D83970) 


Seq. No. 


37672 


Seq. ID 


LIB3092- 


Method 


BLASTX 


NCBI GI 


gl617274 


BLAST score 


280 


E value 


4.0e-25 


Match length 


100 


% identity 


54 


NCBI Description 


(Z72152) 



AMP-binding protein [Brassica napus] 



5797 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



# 

37673 

LIB3092-003-Q1-K1-B8 

BLASTX 

g4105798 

543 

2.0e-59 

122 
76 

(AF049930) PGP237-11 




[Petunia x hybrida] 



oeq. wo. 


o / D / ft 


q orf xn 
oeq. jlu 




Method 




NCBI GI 


g2245005 


BLAST score 


243 


E value 




Matcn lengrn 


1UU 


% identity 


DO 


IN^JDl L>CoOX ipL-lUIl 


{7Q^7^A1\ h\7nn'hhp1"'i r^l nrnfpi n r At^Itii HOD*? is tha.lia.nal 


Seq. No. 


O / 0 / D 


oeq. xjj 


t Tn*^nQ9-nn^-ni — ki i 

J_i±£30U-?Z UU J yl A.1 <jJ.-L 


Method 


DliiiO 1 IN 


NCBI GI 


g!575726 


3 LAST score 


296 


E value 


i . ue loo 


Match length 




% identity 




NLrsi Description 


uiyClne IXiaX Ifl J O iclaucU piULclIl o\jrJL*i.D J.ui\LN.ri/ paiui 


Seq. No. 


O "7 CH C 


oeq. id 


t TR^nQ9-nn4-ni -ki -m 

LIIDOUjZ UUf y± iV-L Dl 


Tiuff +" 1** 

iYieT-.no a 


JjLiiO 1 IN 


WORT £T 


a1161253 


BLAST score 


145 


E value 


9.0e-76 


Match length 


287 


% identity 


99 


NCBI Description 


Glycine max protein kinase (SPK-4) mRNA, complete cds 


Seq. No. 


37677 


Seq. ID 


LIB3092-004-Q1-K1-B5 


Method 


BLASTX 


NCBI GI 


g2832357 


BLAST score 


165 


E value 


2.0e-ll 


Match length 


110 


% identity 


38 


NCBI Description 


(Y14071) HMG protein [Arabidopsis thaliana] >gi_30687 



(AF049236) unknown [Arabidopsis thaliana] 



Seq. No. 37678 

Seq. ID LIB3092-004-Q1-K1-D10 

Method BLASTX 

NCBI GI g3355483 

BLAST score 273 

E value 4.0e-24 



5798 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



59 
71 

(AC004218) gibberellin-regulated protein (GASA5)-like 
[Arabidopsis thaliana] 

37679 

LIB3092-004-Q1-K1-F12 

BLASTN 

gl055367 

93 

7.0e-45 

272 
84 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

37680 

LIB3092-004-Q1-K1-G6 

BLASTN 

g!69036 

95 

6.0e-46 

227 

85 

Pisum sativum L. aldolase gene, 3 1 end cds 
37681 

LIB3092-004-Q1-K1-H8 

BLASTN 

g516853 

47 

2.0e-17 

67 
42 

Soybean SUBI-2 gene for ubiquitin, complete cds 
37682 

LIB3092-005-Q1-K1-A2 

BLASTX 

g2129726 

165 

1.0e-ll 

66 

53 

RNA polymerase II third largest chain RPB35.5A - 
Arabidopsis thaliana >gi_514318 (L34770) RNA polymerase II 
third largest subunit [Arabidopsis thaliana] 
>gi_4544370_gb_AAD22281.1_AC006920_5 (AC006920) RNA 
polymerase II, third largest subunit [Arabidopsis thaliana] 

37683 

LIB3092-005-Q1-K1-B1 

BLASTX 

g625547 

295 

9.0e-27 
87 



5799 



% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

chlorophyll a/b-binding protein type I - common tobacco 
>gi_4 93723_emb__CAA45523_ (X64198) photosystem I 
light-harvesting chlorophyll a/b-binding protein [Nicotiana 
t aba cum] 

37684 

LIB3092-005-Q1-K1-C7 

BLASTX 

gll74626 

169 

4.0e-12 

66 
56 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

(P23) >gi_1072463jpir A38959 IgE-dependent 

histamine-releasing factor homolog - potato 
>gi_587546_emb_CAA85519_ (Z37160) P23 protein [Solanum 
tuberosum] 

37685 

LIB3092-006-Q1-K1-A10 

BLASTX 

gl24224 

221 

3.0e-23 

102 

62 

INITIATION FACTOR 5A-1 (EIF-5A) (EIF-4D) 

>gi_100345_pir S21060 translation initiation factor eIF-5A 

- common tobacco >gi_19887_emb_CAA4 5105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



Seq. No. 


37686 


Seq. ID 


LIB3092-006-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g!8764 


BLAST score 


298 


E value 


1.0e-167 


Match length 


367 


% identity 


95 


NCBI Description 


G.max tefSl gene for elongation factor EF- 


Seq. No. 


37687 


Seq. ID 


LIB3092-006-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


gl351408 


BLAST score 


167 


E value 


1.0e-18 


Match length 


107 


% identity 


54 


NCBI Description 


VACUOLAR PROCESSING ENZYME PRECURSOR (VPE) 


>gi 1076563 pir S51117 cystein proteinase 




>gi 633185_emb_CAA87720_ (Z47793) cystein 




similarity) [Citrus sinensis] >gi_1588548_ 



vascular processing protease [Citrus 



sinensis] 



kinase (by 
2208463A 



5800 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37688 

LIB3092-006-Q1-K1-D4 

BLASTX 

gl32086 

151 

5.0e-19 

126 

55 

RIBULOSE BISPHOSPHATE CARBOXYLASE SMALL CHAIN 1 PRECURSOR 

(RUBISCO SMALL SUBUNIT 1) >gi_68053_pir RKSYS 

ribulose-bisphosphate carboxylase (EC 4.1.1.39) small chain 
precursor SRS1 - soybean >gi_18742_emb_CAA23736_ (V00458) 
rubpcase [Glycine max] 

37689 

LIB3092-006-Q1-K1-E11 

BLASTX 

g2749982 

225 

2.0e-18 

57 
68 

(AF036705) Similar to phytoene desaturase; coded for by C. 
elegans cDNA CEESX74F; coded for by C. elegans cDNA 
yk303f4.3; coded for by C. elegans cDNA yk257d4.3; coded 
for by C. elegans ciDNA yk303f4.5; coded for by C. elegans 





cDNA yk257d4.5; 


Seq. No. 


37690 


Seq. ID 


LIB3092-006-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g3759184 


BLAST score 


167 


E value 


1.0e-ll 


Match length 


96 


% identity 


45 


NCBI Description 


(AB018441) phi-1 [Nicotiana 


Seq. No. 


37691 


Seq. ID 


LIB3092-006-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


g2739364 


BLAST score 


120 


E value 


7.0e-15 


Match length 


88 


% identity 


49 


NCBI Description 


(AC002505) serpin-like prot 


Seq. No. 


37692 


Seq. ID 


LIB3092-006-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


g2827710 


BLAST score 


215 


E value 


5.0e-27 


Match length 


136 


% identity 


57 


NCBI Description 


(AL021684) lysosomal Pro-X 



like protein 



5801 



[Arabidopsis thaliana] 





37693 


Seq. ID 


LIB3092-007-Q1-K1-A1 


Method 


BLASTN 


MpRT (IT 


cr257814 


IT) l.'r^O J. O V Ul C 


204 


J_» value 


1 . Oe-111 




348 


Q- n HpitI"! "Hw 


93 


iNv^oX usscnpLion 


yiV*i on\rl a 1 airi no a nrm nni a — 

piltrll^y XclXdll-LIIC CLULLLL<J11_LGL - 


Qprr No 

kJ C * L>< W * 


37694 


Seq. ID 


LIB3092-007-O1-K1-A9 


Method 


BLASTX 


NCBI GI 


g3549667 


LjxltiiJj X jOUIC 


472 


£j V a±uc 


2 . Oe-47 


ixiaL.cn lenyLu 


191 

± X 


% i Honi" "i +■ v 

0 lUCllLlUjf 


74 


JNV^Dl JJcoC-L LXUll 






|_riX aJJlU.UpoJ_o LllallallaJ 


OcCJ. JNO . 




Seq. ID 


LIB3092-007-Q1-K1-F12 


Method 


BLASTX 


1NU.D-L \j± 


rrl ^0^48 


nixRoi score 




E value 




TUT ^ -f— ^-^ 1 rtt"» /^r^" n 

lYiancn leng un 


Q7 


-s lQen/ciLy 


OO 


NL.nl Description 


{uQ /DUi?; nedL SHOCK 11 


Seq. No. 


37696 


Seq. ID 


LIB3092-007-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g3193324 


BLAST score 


226 


E value 


1.0e-18 


Match length 


118 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



47 

(AF069299) contains similarity to WD domains, G-beta 
repeats (Pfam: G-beta. hmm f score: 22.80 and 35.84) 
[Arabidopsis thaliana] 



37697 

LIB3092-007-Q1-K1-G3 

BLASTX 

g4218535 

214 

2.0e-17 

74 
54 

(AJ010829) GRAB1 protein 



[Triticum sp. ] 



37698 

LIB3092-007-Q1-K1-H6 



5802 



Method BLASTX 

NCBI GI g2465010 

BLAST score 219 

E value 9.0e-18 

Match length 99 

% identity 48 

NCBI Description (AJ001446) acyl carrier protein [Fragaria vesca] 

Seq. No. 37699 

Seq. ID LIB3092-007-Q1-K1-H7 

Method BLASTX 

NCBI GI gl922242 

BLAST score 101 

E value 4.0e-10 

Match length 70 

% identity 51 

NCBI Description (Y10084) hypothetical protein [Arabidopsis thaliana] 




Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37700 

LIB3092-008-Q1-K1-A10 

BLASTX 

g2827710 

522 

3.0e-53 

141 

73 

(AL021684) lysosomal Pro-X carboxypeptidase - like protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37701 

LIB3092-008-Q1-K1-A11 

BLASTN 

g2225884 

74 

2.0e-33 

150 

87 

Solanum tuberosum mRNA for eukaryotic initiation factor 
5A5, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37702 

LIB3092-008-Q1-K1-A9 

BLASTN 

gl9701 

118 

1.0e-59 

333 
85 

N.plumbaginifolia mRNA NeIF-5A2 for initiation factor 5A(2) 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



37703 . 

LIB3092-008-Q1-K1-B3 

BLASTX 

gl644289 

215 

2.0e-17 

100 



5803 



% identity 

NCBI Description 



49 

(X95727) chlorophyll a/b-binding protein CP26 in PS II 
[Brassica juncea] 



Seq. No. 


37704 


Seq. ID 


LIB3092-008-Q1-K1-D4 


Method 


BLASTN 


NCBI GI 


g3821780 


BLAST score 


33 


E value 


4.0e-09 


Match length 


33 


% identity 


58 


NCBI Description 


Xenopus laevis cDNA clone ; 


Seq. No. 


37705 


Seq. ID 


LIB3092-008-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2749982 


BLAST score 


186 


E value 


6.0e-14 


Match length 


63 


% identity 


54 


NCBI Description 


(AF036705) Similar to phyb 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

JS value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



e desaturase; coded for by C. 
elegans cDNA CEESX74F; coded for by C. elegans cDNA 
yk303f4.3; coded for by C. elegans cDNA yk257d4.3; coded 
for by C. elegans cDNA yk303f4.5; coded for by C. elegans 
cDNA yk257d4.5; 

37706 

LIB3092-008-Q1-K1-E7 

BLASTX 

g4468803 

385 

3.0e-37 

128 

51 

(AL035601) 
thaliana] 



cytochrome P450-like protein [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



37707 

LIB3092-008-Q1-K1-F8 

BLASTX 

gll69586 

310 

1.0e-28 

97 
68 

FRUCTOSE-1, 6-BISPHOSPHATASE, CYTOSOLIC 

(D-FRCJCTOSE-1, 6-BISPHOSPHATE 1-PHOSPHOHYDROLASE) {FBPASE) 

(CY-F1) >gi_54207 9_pir S41287 f ructose-bisphosphatase (EC 

3.1.3*11) - potato >gi_440591_ertib_CAA54265_ (X76946) 
f ructose-1, 6-bisphosphatase [Solanum tuberosum] 

37708 

LIB3092-010-Q1-K1-C2 

BLASTN 

gl70087 



5804 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



114 

2.0e-57 

309 

85 

G.max vegetative storage protein mRNA (VSP25 gene) 
37709 

LIB3092-010-Q1-K1-G10 

BLASTX 

g3785983 

102 

1.0e-09 

74 
42 

(AC005560) hypothetical protein [Arabidopsis thaliana] 
37710 

LIB3092-010-Q1-K1-G2 

BLASTX 

gl086249 

436 

2.0e-43 

123 

68 

subtilisin-like protease - Alnus glutinosa 
>gi_757522_emb_CAA59964_ (X85975) subtilisin-like protease 
[Alnus glutinosa] 



Seq. No. 


37711 


Seq. ID 


LIB3092-011-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


gl805618 


BLAST score 


249 


E value 


2.0e-21 


Match length 


87 


% identity 


59 


NCBI Description 


(D49704) OSH45 transcript [Oryza sativa] 


Seq. No. 


37712 


Seq. ID 


LIB3092-011-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


gl25578 


BLAST score 


155 


E value 


2.0e-10 


Match length 


81 


% identity 


48 


NCBI Description 


PHOSPHORIBULOKINASE PRECURSOR (PHOSPHOPENTOKINASE; 


(PRK) >gi 167266 (M73707) phosphoribulokinase 




[Mesembryanthemum crystallinum] 


Seq. No. 


37713 


Seq. ID 


LIB3092-011-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g2832304 


BLAST score 


294 


E value 


2.0e-26 


Match length 


144 



(PRKASE) 



5805 



% identity 

NCBI Description 



44 

(AF044489) 



receptor-like protein kinase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37714 

LIB3092-012-Q1-K1-A11 

BLASTN 

gl66379 

167 

6.0e-89 

287 i, 
90 

Alfalfa glucose-regulated endoplasmic reticular protein 
mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37715 

LIB3092-012-Q1-K1-B7 

BLASTX 

g3249084 

135 

4.0e-09 

56 

23 

(AC004473) Similar to red-1 (related to thioredoxm) 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 



gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37716 

LIB3092-012-Q1-K1-H2 

BLASTN 

g2905777 

37 

1.0e-ll 

69 
88 

Glycine max ribosomal protein L41 mRNA, partial 



cds 



Seq. No. 37717 

Seq. ID LIB3092-012-Q1-K1-H4 

Method BLASTN 

NCBI GI gl69897 

BLAST score 279 

E value 1.0e-156 

Match length 390 

% identity 93 

NCBI Description G.max 28 kDa protein, complete cds 
37718 

LIB3092-012-Q1-K1-H6 
BLASTN 
g2598656 

116 - 
1.0e-58 
232 
88 

Vicia faba mRNA for elongation factor 1-alpha (EFl-a) 
Seq. No. 37719 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5806 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3092-013-Q1-K1-D3 

BLASTN 

g!053215 

400 

0.0e+00 

427 

98 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37720 

LIB3092-013-Q1-K1-E1 

BLASTN 

g21004 

68 

8. 0e-30 

172 

85 

French Bean mRNA for plastid-located glutamine synthetase 
(EC 6.3.1.2) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37721 

LIB3092-013-Q1-K1-F10 

BLASTX 

g4406372 

148 

5.0e-10 

70 
49 

(AF109156) thiosulfate sulfurtransf erase [Datisca 
glome rata] 

37722 

LIB3092-Q13-Q1-K1-F12 

BLASTN 

gl619902 

89 

1.0e-42 

157 
89 

Glycine max thiol protease isoform B mRNA, partial cds 
37723 

LIB3092-015-Q1-K1-A5 

BLASTX 

gl353352 

396 

2.0e-38 

108 
69 

(U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



37724 

LIB3092-015-Q1-K1-B5 

BLASTX 

g4138166 



5807 



BLAST score 


169 


E value 


4 . Oe-lz 


Match length 


yz 


% identity 


40 


NCBI Description 


(AuUUOJ4-LJ JXILiU j_J_iinUin US1 L-Cil-Xo oXILlLUUJ 


Seq. No. 


O "7 H O C 

37 7zb 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gl616785 


BLAST score 


239 


E value 


4 . ue — z u 


Match length 




% identity 


63 


NCBI Description 


IU/-LXZ-L) pyrUVaLc UcOaliJUAyiaoc [_.ru_ a.i^'-L^J.'w']^ >-> - 


Seq. No. 


OTTO/* 

377zo 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3901ulz 


BLAST score 


356 


E value 


8.0e-34 


Match length 


100 


% identity 


73 


NCBI Description 


(AJ130885) xyloglucan endotransglycosylase 




sylvatica] 


Seq. No. 


37727 


Seq. ID 


LIB3uyz-Ul0-Ql-i\i-Do 


Method 


BLASTN 


NCBI GI 


g2052028 


BLAST score 


353 


E value 


0 . ue+uu 


Match length 


374 


% identity 


98 


NCBI Description 


Cj.max iuKiNA ror gxucax-nione x.xranbitsi.a.oti 


Seq. No. 


i "i t 0 n 

37728 


Seq. ID 


LlB3Uyz-UlC) _ U-L~i\l it 1U 


Method 


BLASTX 


NCBI GI 


g2262100 


BLAST score 


558 


E value 


z . Ue-o / 


Match length 


130 


% identity 


78 


NCBI Description 


(ACUUz34o) unicnown protein LHraDiaopsis 


Seq. No. 


37729 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3367594 


BLAST score 


205 


E value 


4.0e-16 


Match length 


101 



1 [Fagus 



% identity 

NCBI Description 



47 



(AL031135) putative protein [Arabidopsis thaliana] 



5808 




Seq. No. 


Oil JU 


Seq. ID 


t TT3^nQ9-m £-m — ki -ri 1 

LlDjU^Z UIO W-L J^"*- Oil 


Method 


n t TV c mv 

BLASTX 


NCBI GI 


g3461822 


BLAST score 


389 


E value 


i . ue-o / 


Match length 


lzz 


% identity 


58 


NCBI Description 


/ 7\r , nn a i ^ v^mAf Viof i pal nrni-Pi m f Ara V*>n Hnnq i s thalianal 


Seq. No. 


3 / Ml 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g4468986 


BLAST score 


148 


E value 


o . Oe-lU 


Match length 


65 


% identity 


43 


NCBI Description 


^AljUjODUDy pUXaX-lVe pxrOT-CLIl it\J- aJJlUU^oi o L.nci-i_-La.iici j 


Seq. No. 


O T T O O 

37732 


Seq, ID 


itlDjUy^ UIO yi JaI iIj/ 


Method 


BLASTX 


NCBI GI 


g2500725 


BLAST score 


154 


E value 


2.0e-10 


Match length 


84 


% identity 


45 


NCBI Description 


PREPROTEIN TRANSLOCASE SECA bUBUJNll FKHjOUKoUK 


>gi yjyy/o eitio oAriooyoo \£i i ±^x^ e ±) ocun i opiuauia uicic 


Seq. No. 


37733 


Seq. ID 


LIB jU yz — U 1 o yi rvl r Z 


Method 


BLASTX 


NCBI GI 


g3582340 


BLAST score 


241 


E value 


3 . Oe-20 


Match length 


117 


% identity 


44 


NCBI Description 


(ACUUo4yo) unknown prouem [AraDiciopsis uxicixj-ciiici j 


Seq. No. 


37734 


Seq. ID 


LiDouyz-uio yi nil 


Method 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


186 


E value 


2 . Oe-14 


Match length 


60 


% identity 


67 


NCBI Description 


(Doyouz) elongarxon racror its gaitima turyza &dtiv<ij 


Seq. No. 


37735 


Seq. ID 


LIB3092-017-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g82078 


BLAST score 


219 


E value 


7.0e-18 



5809 



Match length 

% identity 

NCBI Description 



67 
64 

chlorophyll a/b-binding protein type I precursor (cab-6A) - 
tomato >gi_170388 (M17633) chlorophyll a/b-binding protein 

[Lycopersicon esculentum] >gi_225895_prf 1402358A 

photosystem I protein CAB [Lycopersicon esculentum] 



Seq. No. 


O 1 i 30 




Oft,-, t n 

beg. xu 


T T"R^ fl 09 — 01 1 - 


yi j\i jjj 


Metnoa 


DT 7\ O TXT 






gioioo 




T2T ACT c/'i^va 

djlao i score 






E value 


*7 Art 

/ . ue— 00 




Match length 


Zoo 




% identity 


91 




NCBI Description 


Glycine max 


UDP-glucose dehydrogenase 


Seq. No. 






Seq. ID 


LIBiOy^-01 /- 


-yi-Ki-E / 


>yt _ o_ Vs y-J 

Metnoa 






NCBI GI 


gl07641o 




BLAST score 


A A 

244 




TP TT m 1 n 

Hj vaiue 






Match length 


106 




% identity 


45 




NCBI Description 


thioredoxin 


reductase (NADPH) (EC 1.6 




thaliana 




Seq. No. 


37738 




Seq. ID 


LIB3092-017- 


-Q1-K1-G11 


Method 


BLASTX 




NCBI GI 


gl29808 




BLAST score 


146 




E value 


4,0e-10 




Match length 


86 





.5) B - Arabidopsis 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



50 

CATIONIC PEROXIDASE 2 PRECURSOR >gi_99873_pir B38265 

peroxidase (EC 1.11.1.7) precursor, cationic (clone PNC2) 
peanut >gi_166475 (M37637) cationic peroxidase [Arachis 
hypogaea] 



37739 

LIB3092-017-Q1-K1-G12 

BLASTX 

gll61566 

150 

5.0e-10 

84 

45 

(X94943) peroxidase [Lycopersicon esculentum] 
37740 

LIB3092-017-Q1-K1-H7 

BLASTX 

g3759184 

293 

2.0e-26 



5810 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 



106 
55 

(AB018441) 



phi-1 [Nicotiana tabacum] 



37741 

LIB3092-018-Q1-K1-A11 

BLASTN 

g2815245 

74 

2.0e-33 

250 

82 

C.arietinum mRNA for class 
CanMT-2) 



I type 2 metallothionein (clone 



37742 

LIB3092-018-Q1-K1-A3 

BLASTX 

gll9905 

255 

3.0e-22 

100 

57 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 

>gi_81898_pir S04030 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978_ 
(X12446) ferredoxin-NADH+ reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi_226545_prf 1601517A ferredoxin 

NADP reductase [Arachis hypogaea] 

37743 

LIB3092-018-Q1-K1-A6 

BLASTX 

gll9905 

273 

3.0e-24 

86 

64 

FERREDOXIN — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 

>gi_818 98_pir SO 4 030 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978_ 
(X12446) ferredoxin-NADH+ reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi_226545_prf 1601517A ferredoxin 

NADP reductase [Arachis hypogaea] 

37744 

LIB3092-018-Q1-K1-C1 

BLASTX 

gl483213 

482 

1.0e-48 

126 

76 

(X96480) PAC [Arabidopsis thaliana] 
37745 

LIB3092-018-Q1-K1-C10 



5811 



Method 

NCBI GI 

BLAST score 

E value ' 

Match length 

% identity 

NCBI Description 



BLASTX 

gl894791 

172 

2.0e-12 

88 

41 

(X91617) 



5 f -3 f exonuclease [Mus musculus] 



Seq. No. 


37746 


Seq. ID 


LIB3092-018-Q1-K1-C11 


Method 


BLASTN 


NCBI GI 


g456713 


BLAST score 


293 


E value 


1 . Oe-164 


Match length 


393 


% identity 


30 


NCBI Description 


Glycine max gene for ubiquitin, complete cds 


Seq. No. 


37747 


Seq. ID 


LIB3092-018-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


g516853 


BLAST score 


52 


T* 1 T7 a 1 no 




Match length 


100 


% identity 


46 


NCBI Description 


Soybean SUBI-2 gene for ubiquitin, complete cds 


Seq. No. 


37748 


Seq. ID 


LIB3092-018-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g2828147 


BLAST score 


195 






Match length 


53 


% identity 


68 


NCBI Description 


(AF042384) BC-2 protein [Homo sapiens] 


Seq. No. 


37749 


Seq. ID 


LIB3092-018-Q1-K1-H2 


Method 


BLASTX 


NCBI GI 


g2232254 


BLAST score 


309 


E value 


2.0e-28 


Match length 


121 


% identity 


51 


NCBI Description 


(AF005237) old-yellow-enzyme homolog [Catharanthus 


Seq. No. 


37750 


Seq. ID 


LIB3092-019-Q1-K1-A4 


Method 


BLASTX 


NCBI GI 


g3582000 


BLAST score 


258 


E value 


2.0e-22 


Match length 


67 


% identity 


79 


NCBI Description 


(AJ010942) hexose transporter protein [Lycopersicon 



5812 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



esculentum] 



37751 

LIB3092-019-Q1-K1-A6 

BLASTN 

gl698547 

45 

3.0e-16 

137 
83 

Nicotiana tabacum calmodulin-binding protein 
complete cds 



(TCB60) mRNA, 



Seq. No. 37752 

Seq. ID LIB3092-019-Q1-K1-C10 

Method BLASTX 

NCBI GI gl353352 

BLAST score 4 68 

E value 6.0e-47 

Match length 136 

% identity 68 

NCBI Description (U31975) alanine aminotransferase [Chlamydomonas 
reinhardtii] 

Seq. No. 37753 

Seq. ID LIB3092-019-Q1-K1-E2 

Method BLASTX 

NCBI GI gl001312 

BLAST score 110 

E value 2.0e-ll 

Match length 99 

% identity 41 

NCBI Description (D64006) hypothetical protein [Synechocystis sp.] 

Seq. No. 37754 

Seq. ID LIB3092-020-Q1-K1-B11 

Method BLASTX 

NCBI GI g!19905 

BLAST score 201 

E value 9.0e-16 

Match length 81 

% identity 56 



NCBI Description FERRE DOX I N — NADP REDUCTASE, LEAF ISOZYME PRECURSOR (FNR) 

>gi_81898_pir SO 4 030 ferredoxin — NADP+ reductase (EC 

1.18.1.2) precursor - garden pea >gi_20722_emb_CAA30978_ 
(X12446) ferredoxin-NADH+ reductase preprotein (AA -52 to 

308) [Pisum sativum] >gi_226545_prf 1601517A ferredoxin 

NADP reductase [Arachis hypogaea] 



Seq. No. 37755 

Seq. ID LIB3092-021-Q1-K1-A11 

Method BLASTX 

NCBI GI gll4734 

BLAST score 176 

E value 6.0e-13 

Match length 62 

% identity 56 



5813 



# • 

NCBI Description AUXIN- INDUCED PROTEIN AUX28 >gi_81759_pir A28993 aux28 

protein - soybean >gi_169921 (J03919) auxin-regulated 
protein (Aux28) [Glycine max] 



Seq. No. 


37756 


Seq. ID 


LIB3092-021-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g3882356 


BLAST score 


153 


E value 


2.0e-10 


Match length 


90 


% identity 


46 


NCBI Description 


(U92460) 12-oxophytodienoate reductase OPR2 [Arabidopsis 




thaliana] 


Seq. No. 


37757 


Seq. ID 


LIB3092-021-Q1-K1-B3 


Method 


BLASTX 


NCBI GI 


g2370253 


BLAST score 


303 


E value 


1.0e-27 


Match length 


81 


% identity 


72 


NCBI Description 


(Y13273) putative protein kinase [Lycopersicon esculentum] 


Seq. No. 


37758 


Seq* ID 


LIB3092-021-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g2780192 


BLAST score 


183 


E value 


1.0e-13 


Match length 


78 


% identity 


47 


NCBI Description 


(AJ222713) unnamed protein product [Arabidopsis thaliana] 


Seq. No* 


37759 


Seq. ID 


LIB3092-021-Q1-K1-B8 


Method 


BLASTN 


NCBI GI 


g4115334 


BLAST score 


96 


E value 


1.0e-46 


Match length 


119 


% identity 


21 


NCBI Description 


Pisum sativum (Alaska) ubiquitin (PUB2) gene, complete cds 


Seq. No. 


37760 


Seq. ID 


LIB3092-021-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g2462741 


BLAST score 


254 


E value 


7.0e-22 


Match length 


97 


% identity 


74 


NCBI Description 


(AC002292) Highly similar to auxin-induced protein 




(aldo/keto reductase family) [Arabidopsis thaliana] 



Seq. No. 37761 



5814 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3092-021-Q1-K1-G12 

BLASTN 

gl326160 

50 

4.0e-19 

122 

95 

Phaseolus vulgaris dehydrin mRNA, complete cds 



Seq. No. 


37762 


Seq. ID 


LIB3092-022-Q1-K1-A5 


Method 


BLASTN 


NCBI GI 


g309672 


BLAST score 


98 


E value 


9.0e-48 


Match length 


194 


% identity 


88 


NCBI Description 


Pisum sativum chloroplast photosystem I 24 kDa light 




harvesting protein (lhca3) mRNA, complete cds 


Seq. No. 


37763 


Seq. ID 


LIB3092-022-Q1-K1-C11 


Method 


BLASTN 


NCBI GI 


g904153 


BLAST score 


59 


E value 


5.0e-25 


Match length 


123 


% identity 


87 


NCBI Description 


Glycine max FAD2-2 microsomal omega-6 desaturase mRNA, 




complete cds 


Seq. No. 


37764 


Seq. ID 


LIB3092-022-Q1-K1-C12 


Method 


BLASTX 


NCBI GI 


g4469019 


BLAST score 


282 


E value 


2 Oe-25 


Match length 


108 


% identity 


54 


NCBI Description 


(AL035602) putative protein [Arabidopsis thaliana] 


Seq. No. 


37765 


Seq. ID 


LIB3092-022-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g3152606 


BLAST score 


310 


E value 


2.0e-28 


Match length 


87 


% identity 


64 


NCBI Description 


(AC004482) putative ring zinc finger protein [Arabidopsis 




thaliana] 


Seq. No. 


37766 


Seq. ID 


LIB3092-022-Q1-K1-E1 


Method & ;i v 


BLASTX ' 


NCBI GI * *" 


gl750376 ' - - 


BLAST score 


242 



5815 



E value 
Match length 
% identity 
NCBI Description 



4.0e-21 

69 
68 

(U80808) ubiquitin activating enzyme [Arabidopsis thaliana] 
>gi_3150409 (AC004165) ubiquitin activating enzyme (UBA1) 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37767 

LIB3092-D22-Q1-K1-E10 

BLASTX 

gl053059 

337 

1.0e-31 

118 
62 

(U38423) histone H3 [Triticum aestivum] 
37768 

LIB3092-022-Q1-K1-G5 

BLASTX 

g68200 

207 

2.0e-16 

75 
61 

fructose-bisphosphate aldolase (EC 4.1.2.13) precursor, 
chloroplast - spinach >gi_22 633_emb__CAA47293_ (X66814) 
fructose-bisphosphate aldolase [Spinacia oleracea] 



Seq. No. 


37769 


Seq. ID 


LIB3092-027-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g4325338 


BLAST score 


296 


E value 


7.0e-27 


Match length 


115 


% identity 


61 


NCBI Description 


(AF128392) No definition 1. 


Seq. No. 


37770 


Seq. ID 


LIB3092-027-Q1-K1-A6 


Method 


BLASTN 


NCBI GI 


gl370177 


BLAST score 


123 


E value 


1.0e-62 


Match length 


167 


% identity 


93 


NCBI Description 


L.japonicus mRNA for small 


Seq. No. 


37771 


Seq. ID 


LIB3092-027-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


g2062705 


BLAST score 


33 


^E va-lue 


e.Oe-09' 


Match length 


37 


% identity 


59 



RAB5A 



5816 



NCBI Description Human butyrophilin (BTF5) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37772 

LIB3092-027-Q1-K1-D12 

BLASTX 

g3913008 

342 

1.0e-32 

83 
81 

FRUCTOSE-BISPHOSPHATE ALDOLASE, CYTOPLASMIC ISOZYME 
>gi_3021338_emb_CAA06308_ (AJ005041) cytosolic 
fructose-1, 6-bisphosphate aldolase [Cicer arietinum] 



Seq. No. 


37773 


Seq. ID 


LIB3092-028-Q1-K1-A4 


^ 1^ y\ .-J 

ixie liiou 


•DJ-jriO x £\ 


INLrSl tal 




BJjAbi score 


4 O J 


Hi ValUc 


i t UC 1 (J 


Match length 


1 "37 


% identity 






(AF098 971) NBS-LRR-like protei: 


Seq. No. 


37774 


Seq. ID 


LIB3092-028-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g541943 


BLAST score 


221 


E value 


2.0e-18 


Match length 


65 


% identity 


66 


NCBI Description 


metallothionein - soybean >gi_ 




metallothionein-like protein [ 


Seq. No. 


37775 


Seq. ID 


LIB3092-028-Q1-K1-G4 


Method 


BLAST N 


NCBI GI 


gl663536 


BLAST score 


47 


E value 


2.0e-17 


Match length 


123 



1808316A 



% identity 

NCBI Description 



85 

Glycine max clone RLG1 disease resistance protein homolog 
gene, partial cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37776 

LIB3092-028-Q1-K1-G7 

BLASTN 

g2924257 

40 

5.0e-13 

132 

92 

Tobacco chloroplast genome DNA 



Seq. No. 



37777 



5817 



Sea ID 


LIB3092-029-Q1-K1-D1 


Method 


BLASTN 


NCBI GI 


g2052028 


BLAST score 


108 




6.0e-54 


Match length 


211 


$: n (ipnf i t v 

O J- III — L Jf 


90 


NCBI Description 


G,max mRNA for glutathione transferase 


O C * Vi \s • 


37778 


Seq. ID 


LIB3092-029-Q1-K1-D2 


11C U i 


BLASTX 


NCBI GI 


g4263818 


BLAST score 


182 


E value 


8.0e-14 


Match lenath 


69 


%> \ dpnt it v 


46 


NCBI Description 


(AC006067) unknown protein [Arabidopsis 




37779 


Sea. ID 


LIB3092-029-Q1-K1-F10 


Mpt hod 


BLASTX 


IN D _L OX 


a3334144 


BLAST score 


142 


E value - 


1.0e-08 


iia L-V^ii j_ i ly u-ii 


47 


o J- VwJ.c iii — l i_ 


62 




Gl/S-SPECIFIC CYCLIN C-TYPE >gi 1695698 




(D86925) C-type cyclin [Oryza sativa] 


Cprr No 

OCV-[ • riKJ • 


37780 


Seq. ID 


LIB3092-030-Q1-K1-B3 


Met hod 


BLASTN 


NCBI GI 


g310562 


BLAST score 


275 


K V^ 1 HP 


1.0e-153 


Malrh lenath 


354 


?; l Hent 1 t V 


95 


NPRT DpscriDtion 


Glycine max calmodulin (SCaM-5) mRNA, c 


C^pr KT/-N 


37781 


^prr TD 


LIB3092-030-O1-K1-C9 


1 iC LllU'U 


BLASTX 


NCBI GI 


gl076678 


BLAST score 


292 


TP, ya 1 IIP 


2.0e-26 




82 


i Hpnt" 1 t V 

O -L kAx^ll J- L. y 


76 


NCBI Description 


ubiguitin / ribosomal protein S27a - po 


O C ^ • 1M\J m 


37782 


Seq. ID 


LIB3092-030-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


g2564046 


BLAST score 


33 . 


E value 


6.0e-09 ^ * 


Match length 


81 



potato ( fragment ) 



5818 



% identity 

NCBI Description 



85 

Arabidopsis thaliana genomic DNA, chromosome 5, PI clone 
MGI19, complete sequence [Arabidopsis thaliana] 



Seq. No. 


37783 


Sea ID 


LIB3092-030-Q1-K1-E10 


1 iC- L11UU 


RT.ASTX 


VffRT (IT 




BLAST score 


405 


Jli Value 






X U -L 




81 


NIPRT n^<?pr*i nt "i on 

1M \ur J_> J. L> O ^ -i L. L _l_ \J 1 1 


(X15190) precursor (AA -68 to 337) [Pisum 


Seq. No. 


37784 




LIB30 92-030-O1-K1-G12 


l H le LI1UU, 




Dl^oX VjX 




BLAST score 


141 


Hi VCLXU.C 


3 Oe-09 


rJaLCIl icily Ull 






54 




fnfiR749^ O— Tnpt~h vl t* ran*? fprase TGlvcvrrhiza 


Seq. No. 


37785 


oeq ■ xu 


T TR^nQ?-D^?-ni —PCI -Al 


Method 


DXifio i IN 


NCBI lax 


goiooo J 




so 


E value 


ft • ue 1 :? 


Match length 


/ U 








^loi/h^pn SORT— 9 n^ne* for nhicnii r in . convolet 


Seq. No. 


37786 


osq. xjj 


T TR^nQ9-fl^9-nl -TCI — A7 

±j X Lj *J U I? ^. Uj^. Vt- 1 - -^--L * 


nctllUU 


RT.ACITX 

OJ-LTlO J. t\ 


JNCLiX LxX 






198 


T<* TT3 1 11A 

Hj Value 




4~ oVi 7 &t*^ ft 1 V*> 

L v JaT-cn lenyLii 


74 


% identity 




Vi\^ox ucok/J — \r — 


(X91921} aerminl TArabidoosis thalianal 


Seq. No. 


37787 


Seq. ID 


LIB3092-032-Q1-K1-B6 




RT.A^ITY 

JDi-tflO 1 i\ 


NCBI GI 


g2145426 


BLAST score 


276 


E value 


9.0e-25 


Match length 


83 


% identity 


65 


NCBI Description 


(X91633) phosphoenolpyruvate carboxylase [ 




pusilla] 


Seq. No/ 


37788 ' " \ '** * 


Seq. ID 


LIB3092-032-Q1-K1-C6 * 



5819 





MofT'ioH 

L lC L11UU 


BLASTN 




NCBI GI 


g2924257 




BLAST score 


48 




Hj V clJ- Lit; 


5 . Oe-18 




IXlaXCn Icily Lll 








o / 






Tobacco chloroplast genome DNA 




Qapr NT o 


"3778 9 






LIB3092-032-O1-K1-F4 




Mo "f*hnH 






NCBI GI 


g4220477 




BLAST score 


155 




Hj value 


3. Oe-10 




lYldLOIl Icily Lll 


J. \j i 






34 






(AC006069) unknown protein [Arabidopsi; 




beq. JNO . 


^77 Qfl 

Oft 


Hi 




LIB3092-032-O1-K1-F7 


-'fc 




RLA^TN 

1—) ±JCi.lJ i. LH 


'-I 


NCBI GI 


gl8764 




BLAST score 


228 




Hi Value 


1 Do- 1 ? S 


|™ 


LYLat.cn ienyr.n 


J U 




% identity 






NTfRT PlO Q riyj Ti"i~ n on 


msY "t"p"FSl rr^nf 1 for elonaation factor 




beq. no. 


«j / / ^1 






T.TR3092-032-O1-K1-H3 


IrJr. 




~ 1 i Q J. IN 




VFfDT PT 






BLAST score 


62 


2 


E value 


3.0e-26 




LYlcLLCli -Lelly LI1 


1 A9 

-L ^. 




i> ia.eriL.ix-y 






lmodi Description 


7 A2 tnauc f hi amino Vi H OQ\?n+* noi~ "1 r< PD7 \/m O 
^jcd iiidyo uiixcLLUXiit; u±uoyiiLnci_xu cii^yitic 










beq. IMO . 


O77 QO 
Off 




Car. t n 
beq. iu 


T.TR^DQ9-D?^-nl -Kl -F7 




jyjeunoa 


DioriO 1 A 




LNV^JjI ul 






BLAST score 


515 




E value 


1.0e-52 




Ma+*oV^ 1 /-> •>•*» /t+- V> 

ria. ten leng un 


1 1 Q 

± 1. y 




% iQennity 


O D 




WL-ioi Description 


JJ.U J J pULdLiVc UcLd JS.cLUaL.yi Ly(Jri. 






4~Vial n anal 
Llldl IctllcL J 




beq. jno . 








LIB3092-033-Q1-K1-G12 




Method 


BLASTN 




NCBI GI 


g493019 




BLAST, score 


76 




E value 


1.0e-34 




Match length 


243 



mRNA, 



5820 



% identity 86 

NCBI Description Glycine max delta-aminolevul'inic acid dehydratase (Alad) 
mRNA, complete cds 



Seq. No, 37794 

Seq. ID LIB3092-034-Q1-K1-E4 

Method BLASTX 

NCBI GI g4406372 

BLAST score 147 

E value 2.0e-09 

Match length 60 

% identity 55 

NCBI Description (AF109156) thiosulfate sulfurtransf erase [Datisca 
glomerata] 

Seq. No. 37795 

Seq. ID LIB3092-034-Q1-K1-F4 

Method BLASTX 

NCBI GI gl23593 

BLAST score 200 

E value 2.0e-23 

Match length 101 

% identity 66 

NCBI Description HEAT SHOCK 70 KD PROTEIN >gi_82697_pir_A2508 9 heat shock 
protein 70 - maize 

Seq. No. 37796 - 

Seq. ID LIB3092-034-Q1-K1-F9 

Method BLASTN 

NCBI GI gl575724 

BLAST score 48 

E value 3.0e-18 

Match length 128 

% identity 84 

NCBI Description Glycine max 14-3-3 related protein SGF14A mRNA, complete 
cds 



Seq. No. 37797 

Seq. ID LIB3092-034-Q1-K1-G4 

Method BLASTX 

NCBI GI g861170 

BLAST score 265 

E value 1.0e-23 

Match length 78 

% identity 71 

NCBI Description (X03697) heat shock protein 7 0 [Zea mays] 

Seq. No. 37798 

Seq. ID LIB3092-034-Q1-K1-G5 

Method BLASTX 

NCBI GI gl23613 

BLAST score 237 

E value 4.0e-30 

Match length 110 

% identity 70 

NCBI Description HEAT SHOCK COGNATE 70 KD PROTEIN 1 >gi_10-0222_pir S14 94 9 

heat shock cognate protein 70 - tomato 



5821 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_19256_emb_CAA37970_ (X54029) heat shock protein cognate 
7 0 [Lycopersicon esculentum] 

37799 

LIB3092-034-Q1-K1-H10 

BLASTN 

gl70019 

40 

2.0e-13< 
171 
81 

Soybean maturation protein 



(MAT1) gene, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37800 

LIB3092-034-Q1-K1-H8 

BLASTN 

gl491775 

104 

2.0e-51 

324 
83 

Arachis hypogaea cationic peroxidase 
cds 



(PNC1) mRNA, complete 



Seq. No. 37801 

Seq. ID " LIB3092-035-Q1-K1-A4 

Method BLASTX 

NCBI GI gl771158 

BLAST score 145 

E value 2.0e-09 

Match length 67 

% identity 40 

NCBI Description (Y07861) MFP1 protein [Lycopersicon esculentum] 

Seq. No. 37802 

Seq. ID LIB3092-035-Q1-K1-B12 

Method BLASTX 

NCBI GI g4185509 

BLAST score 251 

E value 1.0e-21 

Match length 95 

% identity 51 

NCBI Description (AF102821) actin depolymerizing factor 3 [Arabidopsis 
thaliana] 

Seq. No. 37803 

Seq. ID LIB3092-035-Q1-K1-B5 

Method BLASTX 

NCBI GI g3860263 

BLAST score 120 

E value 1.0e-08 

Match length 120 

% identity 42 

NCBI Description (AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 

Seq. No. 37804 



5822 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3092-035-Q1-K1-C5 

BLASTX 

g2501189 

276 

2.0e-24 

114 

54 

THIAMINE BIOSYNTHETIC ENZYME 1-1 PRECURSOR 

>gi_2130146_pir S61419 thiamine biosynthetic enzyme thil- 

- maize >gi_596078 (U17350) thiamine biosynthetic enzyme 
[Zea mays] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37805 

LIB3092-035-Q1-K1-C7 

BLASTX 

gl899025 

287 

1.0e-25 

141 

49 

(U28215) hexokinase 2 
(AC005169) hexokinase 



[Arabidopsis thaliana] >gi_3687232 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37806 

LIB3092-035-Q1-K1-D11 

BLASTN 

gl055367 

392 

0.0e+00 

400 

99 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37807 

LIB3092-035-Q1-K1-E7 

BLASTX 

g2213882 

152 

2.0e-21 

81 
70 

(AF004165) 
pennellii] 



2-isopropylmalate synthase [Lycopersicon 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37808 

LIB3092-035-Q1-K1-E8 

BLASTX 

g2213882 

169 

7.0e-17 
104 
50 

(AF004165) 
pennellii] 



2-isopropylmalate synthase [Lycopersicon 



Seq. No. 



37809 



5823 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3092-035-Q1-K1-F6 

BLASTN 

gl055367 

429 

0.0e+00 

461 

98 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37810 

LIB3092-035-Q1-K1-H12 

BLASTX 

g4455294 

270 

9.0e-24 

116 

8 

(AL035528) putative protein [Arabidopsis thaliana] 
37811 

LIB3092-035-Q1-K1-H6 

BLASTX 

g3860263 

279 

9.0e-25 

68 

71 

(AC005824) putative cytochrome p450 protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37812 

LIB3092-036-Q1-K1-A10 

BLASTN 

gl69980 

157 

5.0e-83 

273 

89 

Soybean heat-shock protein (Gmhsp26-A) gene f complete cds 
37813 

LIB3092-036-Q1-K1-D12 

BLASTX 

g3885513 

434 

7.0e-43 

91 

87 

(AF084201) similar to chloroplast SOS ribosomal protein L31 
[Medicago sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37814 

LIB3092-036-Q1-K1-E1 

BLASTN 

g310566 

77 



5824 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-35 

173 

86 

Soybean glutamate 1-semialdehyde aminotransferase mRNA, 
complete cds 

37815 

LIB3092-036-Q1-K1-F3 

BLASTX 

g4056462 

211 

6.0e-17 

99 
58 

(AC005990) Strong similarity to gb_Y09876 aldehyde 
dehydrogenase (NAD+) from Nicotiana tabacum and a member of 
the aldehyde dehydrogenase family PF_00171. ESTs 
gb_F15117, gb_R83958 and gb_586262 come from this gene. 
[Arabidopsis thaliana] 

37816 

LIB3092-036-Q1-K1-H9 

BLASTX 

g417148 

218 

6.0e-18 

76 

51 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 

(G2-4) >gi_99912_pir A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37817 

LIB3092-037-Q1-K1-A4 

BLASTN 

g2815245 

79 

2.0e-36 

243 

84 

C.arietinum mRNA for class I 
CanMT-2) 



type 2 metallothionein (clone: 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 



37818 

LIB3092-038-Q1-K1-A1 

BLASTN 

gl2158 

32 

9.0e-09 

60 

90 

Pea gpal gene for subunit A of chloroplast 
glyceraldehyde-3-phosphate dehydrogenase (EC 1.2.1.13) 

37819 

LEP3092-038-Q1-K1-A11 
BLASTX 



5825 



NCBI GI 
BLAST score 
.E value 
Match length 
% identity 
NCBI Description 



g82212 
201 

1.0e-15 

144 
43 

ssb protein homolog - common tobacco chloroplast 

>gi_225266_prf 1211235DB ssb-like ORF 273 [Nicotiana 

tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37820 

LIB3092-038-Q1-K1-B6 

BLASTX 

g2760330 

191 

4.0e-15 

79 

57 

(AC002130) F1N21.15 [Arabidopsis thaliana] 
37821 

LIB3092-038-Q1-K1-B8 

BLASTN 

g4336433 

50 

2.0e-19 

74 

92 

Lotus japonicus nodule-enhanced protein phosphatase type 2C 
(NPP2C1) mRNA, complete cds 

37822 

LIB3092-038-Q1-K1-B9 

BLASTX 

g!361983 

169 

9.0e-18 

114 
50 

ARP protein - Arabidopsis thaliana >gi_886434__emb_CAA8 9858_ 
(Z4 9776) ARP protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37823 

LIB3092-038-Q1-K1-C10 

BLASTX 

g4185509 

151 

6.0e-10 

86 

34 

(AF102821) actin depolymerizing factor 3 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37824 

LIB3092-038-Q1-K1-D8 

BLASTN 

gl053215 

255 



5826 



E value 1.0e-141 
Match length 331 
% identity 95 

NCBI Description Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



C d /~r \Tr\ 
oeq • LNU > 


37825 


Carr T Tl 

oeq. ±u 


LTB30 92-038 -01-K1-E8 




BLASTN 


MPRT (ZT 


a3059094 

y «j v -.j .»/ u .v ~ 




89 


T? v3 1 IIP 


1.0e-42 




166 


% identity 


89 


NCBI Description 


Glycine max mRNA for magnesium chelatase subunit 


OcU • IN (J • 


37826 


oeq. iu 




Mo +■ In nH 


BLASTX 


JnLdI 


rrl 71 01 1 9 


BijAbi score 


99ft 


Hj vaxue 


s np-1 9 


MaLcn ±engun 


O O 


% identity 


57 


NCBI Description 


(U53864) PRH19 [Arabidopsis thaliana] 


Seq, No, 


O / / 


Seq. ID 


T TR^nQ9-fl^Q-nl —TCI —C A. 


jyietinoa 






rrl ft(1fmQ1 


sDuAoi score 




Hj VdlUc 


4 . Oe-46 


Match length 


1 QQ 


■6 i Genu my 


R7 


NCBI Description 


C.arietinum mRNA for SAM-synthetase 


OC4. 1NU • 


^7828 


oeq. xjj 


T l TB^092-040-Ol-Kl-B3 


Method 






rrS^I 829 
y .j -j x 0 ^> z* 


hsLi/ioi score 


1 S9 


t vaxue 


S 0^-1 0 

J 1 UC ±w 


M^tr*Vi 1 PTirrth 

J. Id LL>11 _L Cliy L-ii 


70 


% identity 


47 


NCBI Description 


(U12390) beta-galactosidase alpha peptide [cloning 




pSportl] 


Seq. No. 


37829 


Seq. ID 


LIB3092-040-Q1-K1-D4 


Method 


BLASTX 


NCBI GI 


g2852449 


BLAST score 


234 


E value 


1.0e-19 


Match length 


81 



% identity 69 

NCBI Description (D88207) protein kinase [Arabidopsis thaliana] >gi_2947061 
(AC002521) putative protein kinase [Arabidopsis thaliana] 



5827 



Seq. No. 
Seq. ID 
■ Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



37830 

LIB3092-040-Q1-K1-E9 

BLASTX 

g4455196 

274 

3.0e-24 

86 

62 

(AL035440) putative protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37831 

LIB3092-040-Q1-K1-H9 

BLASTX 

g4206122 

99 

2.0e-10 

84 

41 

(AF097 667) protein phosphatase 2C homolog [Mesembryanthemum 
crystallinum] 



beq. iNO. 


07009 


Seq. ID 


LIB3092-042-Q1-K1-B3 


Method 


BLASTX 


KT fT) T /"IT 


go 00 / ojz 


dJuAoi score 


17 9 
Lie. 


E value 


0 . ue 1 0 


Jxiarcn lengtn 


116 
110 


^ identity 


A 7 


NCBI Description 


(AF047352) rubisco activase precursor 


Seq. No. 


37833 


Seq. ID 


LIB3092-042-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


g367606? 


BLAST score 


352 


E value 


2.0e-33 


Match length 


109 


% identity 


61 


NCBI Description 


(Y17899) ERG protein [Antirrhinum maji 


Seq. No. 


37834 


Seq. ID 


LIB3092-042-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3738297 


BLAST score 


228 


E value 


9.0e-19 


Match length 


130 


% identity 


13 


NCBI Description 


(AC005309) unknown protein [Arabidops 


Seq. No. 


37835 


Seq. ID 


LIB3092-042-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g2828292 


BLAST score 


283 



5828 



E value 
Match length 
% identity 
NCBI Description 



3.0e-25 

100 
59 

(AL021687) neoxanthin cleavage enzyme-like protein 
[Arabidopsis thai i ana] 





37836 






oc^ • x u 


LIB3092-042-Q1-K1-F7 






Mpthod 

J- AX** UilVu 


BLASTX 






NFfRT (IT 


g4337178 








293 






1_J V uXUU 


2.0e-26 






Matr*h 1 pncrth 


130 






% identity 


53 






NCBI Description 


(AC006416) T31J12.5 [Arabidopsis thaliana] 


Ofcig. IN (J. 


37837 






beg. XJJ 


LIB3092-042-Q1-K1-G3 








BLASTX 






TJfDT (IT 
LN Ij X O X 


gl785716 






dj_jB.o i score 


168 






Hi V CiX LL~ 


1.0e-ll 






i let u on xeny un 


94 






% identity 


41 






NCBI Description 


(VCiQ ^fil ^ nyf 1 £H rZ\-K*aKn Hr,nen e; flial i anal 
I lUOJUl J OlIlDU [iixva.X->J-UOpSl£5 trid.XXa.Ild. J 






beg. jno . 


37838 






Ce=i*-T T!"\ 

beg. id 


LIB3092-043-Q1-K1-A1 






7\jf Ci "I - Vi r\ f\ 


BLASTN 






1NO.DX IjX 


g2598656 






Dxjrio i score 


98 






Hi v a. X Lit; 


6.0e-48 






Mafph 1 oti rt"t~ h 


158 






% identity 


91 






NCBI Description 


VXCxa loDa m.i\LN/i lOI eXOnyaT-xOn IaOtOI 


X 


-alpna 


OSCJ. LNO. 


37839 






Oq/v t Pi 


LIB3092-043-Q1-K1-A5 






i. it; L.iivJ<wL 


BLASTN 






MPT3T CT 


g2598656 






"DT HOT 1 cnA vrt 

Djui\b i score 


243 






Ri V a. J. Lie 


1.0e-134 






Ma "h h 1 ^■ncT'hH 
rucLL.k^ii xciiy un 


379 






% identity 


91 






NCBI Description 


Vicia faba mRNA for elongation factor 


1- 


-alpha 


Seg. No. 


37840 






Seg. ID 


LIB3092-043-Q1-K1-A7 






Method 


BLASTN 






NCBI GI 


g2598656 






BLAST score 


46 






E value 


8.0e-17 






Match length 


58 






% identity 


95 






NCBI Description 


Vicia faba mRNA for elongation factor 


1- 


-alpha 


Seg. No. 


37841 







5829 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3092-043-Q1-K1-B5 

BLASTX 

g3287695 

419 

3.0e-41 
94 
85 

(AC003979) 
gb_1729503 
thaliana] 



Similar to hypothetical protein C34B7.2 
from C. elegans cosmid gb_Z83220. [Arabidopsis 



Qpa No 


37842 


q^rr ID 


LIB30 92-04 3-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g2443348 




239 


Hj Value 


A (]&-?() 




J. jL. O 


is luciiti ty 


•J -7 




(AROOI^g^ rvtonhrome P450 FGlvcvrrhiza echinatal 




37843 




T TR^OQ?-04"3-01 -K1-E9 


Method 


BLASTX 


NCBI GI 


g3738306 






E value 


i . ue 


Match length 


i*i z 




47 


inL-di Description 


/7\f* , fif|R*3ncn nn \rT\rwisr\ nrnt" o "i n f ZXr*aV , ii Hatic; fh?)1 1 anal 

\ riU UUJJU J J Llll&ilUVVll j^X U UtJXll {_.ttX. aJJlUUjJOXO UiiClX J_ alia J 




37844 


q orr Tn 




Mp1~hrid 


BLASTX 


NCBI GI 


g4406530 


BLAST score 


334 


E value 


3.0e-31 


Match length 


119 


% identity 


65 


NCBI Description 


(AF126870) rubisco activase [Vigna radiata] 


Seq. No. 


37845 


Seq. ID 


LIB3092-043-Q1-K1-G5 


Method 


BLASTX 


NCBI GI 


gl352186 


BLAST score 


246 


E value 


5.0e-21 


Match length 


118 


% identity 


42 


NCBI Description 


ALLENE OXIDE SYNTHASE PRECURSOR (HYDROPEROXIDE DEHYDRASE; 



(CYTOCHROME P450 74) >gi_404866 (U00428) allene oxide 
synthase [Linum usitatissimum] 



Seq. No. 37846 

Seq. ID LIB3092-043-Q1-K1-H10 

Method BLASTN 

NCBI GI g4406529 



5830 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



127 

4.0e-65 

257 
87 

Vigna radiata rubisco activase (Rca) mRNA, chloroplast gene 
encoding chloroplast protein, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37847 

LIB3092-044-Q1-K1-A4 

BLASTX 

gl654140 

183 

1.0e-29 

151 
52 

(U37840) lipoxygenase [Lycopersicon esculentum] 
37848 

LIB3092-044-Q1-K1-A6 

BLASTX 

g3249070 

145 

4.0e-09 

77 

43 

(AC004473) Contains similarity to siah binding protein 1 
(SiahBPl) gb_U51586 from Homo sapiens, ESTs gb_T43314, 
gb_T43315 and gb_R90521, gb_T75905 [Arabidopsis thaliana] 

37849 

LIB3092-044-Q1-K1-B10 

BLASTX 

g266893 

108 

4.0e-12 

106 
48 

RIBULOSE BISPHOSPHATE CARBOXYLASE /OXYGENASE ACTIVASE 

PRECURSOR (RUBISCO ACTIVASE) >gi_322416_pir S28172 

ribulose-bisphosphate carboxylase activase - cucumber 
>gi_18284_emb_CAA47906_ (X67674) rubisco activase [Cucumis 
sativus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



37850 

LIB3092-044-Q1-K1-E10 

BLASTX 

g3080427 

148 

2.0e-09 

76 

49 

(AL022604) putative protein [Arabidopsis thaliana] 
37851 

LIB3092-044-Q1-K1-G3 

BLASTX 

g3202028 



5831 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



136 

1.0e-08 

55 
58 

(AF069317) cystathionine gamma-synthase [Mesembryanthemum 
crystallinum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37852 

LIB3092-044-Q1-K1-H1 

BLASTX 

g4544434 

169 

7.0e-12 

98 
45 

(AC006955) putative DNA-directed RNA polymerase II 
[Arabidopsis thaliana] 

37853 

LIB3092-044-Q1-K1-H5 

BLASTX 

g2911075 

255 

5.0e-22 

124 

44 

(AL021960) putative protein [Arabidopsis thaliana] 
37854 

LIB3092-045-Q1-K1-B10 

BLASTN 

gl053215 

155 

7.0e-82 

306 

88 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 

37855 

LIB3092-045-Q1-K1-B11 

BLASTN 

gl053215 

117 

3.0e-59 

313 

84 

Glycine max chlorophyll a/b-binding protein (cab3) mRNA, 
nuclear gene encoding chloroplast protein, complete cds 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E ^alue 
Match length 



37856 

LIB3092-045-Q1-K1-D5 

BLASTX 

g2842490 

322 

9.0e-30 
98 



5832 



% identity 62 

NCBI Description (AL021749) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 


37857 


Seq. ID 


LIB3092-045-Q1-K1-F5 


Mernoa. 




■\Tr , 'DT r*T 


gz ,/Z 4 jij 


dLiAo! score 


9DD 
z u u 


Vdiue 


3. Uc ID 


Maucn lengtn 


Q9 
;?z 


% identity 


47 




( 7,Q^1 6^) hvnothet ical orotein TMalus domestical 


Seq. No. 


37858 


Seq. ID 


LIB3092-045-Q1-K1-G12 


Method 


DT A nmv 
■DliiiO 1 A 




rr4 A RAA&A 


biiAoi score 


IRQ 


E value 


1 pio-1 n 
1 * ue iu 


Matcn lengtn 


/ 0 


% identity 


A 1 


NCBI Description 


/ ACCi n £9 ^ 4 ^ nn VmriTAjn nrntpi n r Ar^hn Hnn9 i S thalianal 


Seq. No. 


37859 


Seq. ID 


LIB3092-045-Q1-K1-G5 


Method 


riT 71 nmv 


NCBI GI 


goo / oyo 


BLAST score 


164 


E value 


q Ho— 1 1 

j • ue 11 


Match length 


y / 


% identity 


54 


NCBI Description 


^DOUoOjJ mitotic cyciin c±z uypts [uiyu-Liic illciaj 


Seq. No. 


J / o DU 


Seq. ID 


LIB3092-045-Q1-K1-H7 


Method 


BLASTX 


NCBI GI 


gouyoy4 / 


BLAST score 




E value 


o . ue~ Jz 


1y1ar.cn lengun 


1 1Z 


% identity 


ol 


NCBI Description 


tilboz/j putative cyclic nucicotiae 1t5yu.ia.uciu. 




Seq. No. 


37861 


Seq. ID 


LIB3092-04 6-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4325282 


BLAST score 


213 


E value 


3.0e-17 


Match length 


72 



% identity 58 

NCBI Description (AF123310) NAC domain protein NAM [Arabidopsis thaliana] 

>gi_4325286_gb_AAD17314_ (AF123311) NAC domain protein NAM 
[Arabidopsis thaliana] 

Seq. No. ^37862 



5833 





Seq. ID 


LIB3092-04 6-Q1-K1-E2 






BLASTN 




NCBI GI 


gl69980 




BLAST score 


77 




TT value 


3.0e-35 




Ma"hr"h 1 p"nrri"li 

1 1 ci l. i i xciiy on 


213 




£■ -i Wpnf- t f V 
o xuciiui i>y 


84 




NfRT Hp^pti ni" ion 


Soybean heat-shock protein (Gmhsp26-A) gene, complete 




Qpa No 


37863 




Seq. ID 


LIB3092-046-Q1-K1-H2 




Mpt hod 


BLASTX 




NCBI GI 


g3659909 




BLAST score 


384 






4 . Oe-37 




11 CI L-V_.ll X liy Oil 


118 




^ XLltJli L. JL L^y 


71 




NCBI Description 


(AF020715) histidyl-tRNA synthetase [Arabidopsis thai. 


fi 


Cpfr Ha 


37864 




Seq. ID 


LIB3092-047-Q1-K1-A12 




Mo 1~ In 
I v ltJ UlUJU. 


BLASTX 




NCBI GI 


g3335366 




BLAST score 


269 




TP 1 no 

£j V O.JL LiC 


1. Oe-23 




l.MCLUL'll i.ciiy Lli 


117 




•s lueiiLiuy 


47 




NCRT Dp qpr "i rst ion 


(AC003028) unknown protein [Arabidopsis thaliana] 




Cpn Mo 
OCU[i 1M \J « 


37865 




Sea ID 


LIB3092-047-Q1-K1-C1 




I iC L.11VJU 


BLASTX 




NCBI GI 


g2244905 




BLAST score 


171 




E value 


3.0e-12 




Match length 


119 




% identity 


35 




NCBI Description 


(Z97339) indole-3-acetate beta-glucosyltransf erase 



[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Descript 



37866 

LIB3092-047-Q1-K1-C8 
BLASTX 
gl31384 
201 

4.0e-27 
111 
64 

ion OXYGEN-EVOLVING ENHANCER PROTEIN 1 PRECURSOR (0EE1) (33 KD 
SUBUNIT OF OXYGEN EVOLVING SYSTEM OF PHOTOSYSTEM II) (33 KD 

THYLAKOID MEMBRANE PROTEIN) >gi_81934_pir S04132 

photosystem II oxygen-evolving complex protein 1 precursor 
- garden p'ea '>gi_20621_emb_CAA33408_ (X15350) precursor (AA 
-81 to 248) [Pisum sativum] >gi_344004_dbj_BAA02554_ 
(D13297) precursor for 33-kDa protein of photosystem II 

[Pisum sativum] >gi_226937_prf 1611461A 02 evolving 

complex 33kB protein [Arachis hypogaea] 



5834 





Qpff Mr) 
O C ^ • I/l \J • 


37867 










Method 


BLASTX 




NCBI GI 


g4335758 






234 




TT xra 1 no 
Hj Value 








i os 




% -1 Hpnt n 1~ v 

Q ^\_iL^J.l U. -L. 1. y 


51 






(7\C00f>9ftA) unknown nrotein rArabidoiosis thali 




Qprr Ma 


37R68 




Qorr yn 

UClj • XL* 


LIB30 92-04 7-01-K1-F4 




L It; L. JU\J(J. 


XJ J_Lrt.O J. A 




NCBI GI 


g2119719 




BLAST score 


176 




J-j v a. J. uc 


6 . Oe-13 


3 




1 Ofi 






40 


n 


NPRT Dp^rrinf inn 


h@at-shock cognate protein 70-3 — tomato >gi 


f. 




fT.419S^ Hep70 fT.vrnnpr^ l ron pspulentuml 


:~ 


Qorr Mn 


37869 




c orr m 

OCtJ. -LU 


1^18^092-047-01-^1-04 




Method 


BLASTX 




NCBI GI 


g3935138 






z, u 




E value 


Q Ho- 1 ft 

o • ue J.O 




MaT.cn xengun 






O -L i I L. -L u y 


SO 


—J- 


TiT/^O T PSj^n o "1 r*\4 — ! /"\ t~i 

uesciv_Lp uion 


^ xt.^ \J U J 1 U U / 1 4, J 1M i. v » Z. ]_ XIX, dJ^-i.LJ.v^^'O -L.O Lllu J — Lallu J 






37870 




Qpa ID 


LIB3092-047-O1-K1-H7 




Method 


BLASTX 




NCBI GI 


g3915826 




£jJ_iraO i. oOUl C 


451 










TvA-^i +~ /~i Vi "1 /\w <t 4- l"i 

i v iatcn lenyLii 


1 OR 




% i ripni" "i t v 

O J- VJ. li lx ^- j; 


79 




VT/^Q T P</-\ enri r*\+- n on 

iNL/tjj. uescriptiou 


60^ RTRncifiMaT, PROTFTN 

DUO r\lDUJUrifiLi ri\UIIjliil xj^i 






37871 






LIB3092-04 8-O1-K1-C9 










NCBI GI 


gll66432 




BLAST score 


157 




ih ValUc 






jyiaLcn xengi.n 


Zj / 




% identity 


Q1 






Heli^tAthus annuus mitochondrion DNA for tRNA- 






tRNA-Ala genes 


"--'.Sf'V; 


Seq. No. 


37872 




Seq. ID 


LIB3092-048-Q1-K1-F4 




Method 


BLASTX 




• : NCBI GI 


g2270994 



5835 



# 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



154 

2.0e-10 

106 
34 

(AF004809) Ca+2-binding EF hand protein [Glycine max] 
37873 

LIB3092-048-Q1-K1-H4 

BLASTX 

g2736147 

367 

3.0e-35 

79 

81 

(AF021804) fatty acid hydroxylase Fahlp [Arabidopsis 
thaliana] >gi_3132481 (AC003096) fatty acid hydroxylase, 
FAH1 [Arabidopsis thaliana] 



Seq. No. 


37874 


Seq. ID 


LIB3092-04 9-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g20670 


BLAST score 


50 


E value 


3.0e-19 


Match length 


158 


% identity 


84 


NCBI Description 


P. sativum Lhcb3 gene ; 


Seq. No. 


37875 


Seq. ID 


LIB3092-049-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g2499703 


BLAST score 


342 


E value 


4.0e-32 


Match length 


144 


% identity 


46 


NCBI Description 


PHOSPHOLIPASE Dl (PLD 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



(CHOLINE PHOSPHATASE 1) 
(PHOSPHATIDYLCHOLINE-HYDROLYZING PHOSPHOLIPASE Dl) 
>gi_1185463 (U38545) phospholipase Dl [Homo sapiens] 
>gi_4505873_ref_NP_002653.1__pPLDl_ phospholipase Dl, 
phophatidylcholine-specific (NOTE: redefinition of symbol) 

37876 

LIB3092-049-Q1-K1-A6 

BLASTX 

g2505870 

152 

7.0e-10 

41 

66 

(Y12227) hypothetical protein [Arabidopsis thaliana] 
37877 

LIB3092-04 9-Q1-K1-B7 

BLASTX 

#1184075 ~ 

183 



5836 



E value 
Match length 
% identity 
NCBI Description 



2.0e-13 

127 
3 

(U42444) Cf-2.1 [Lycopersicon pimpinelli folium] 

>giJL587673__prf 2207203A Cf-2 gene [Lycopersicon 

esculentum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37878 

LIB3092-049-Q1-K1-D1 

BLASTX 

g729273 

152 

2.0e-10 

46 

61 

CYPR04 PROTEIN >gi_322804_pir_ 
^cardoon >gi_17959_ernb__CAA49354_ 
cardunculus] 



S28592 cypro4 protein - 
(X69672) cypro4 [Cynara 





37879 


q 0 « t n 
oeq. ±u 


L1DJU Jii U*±_7 JL £j±± 


rue unoa 


DJ_iri.O 1 A 


NPP.T (ZT 




IjJ_Lrt.O 1 oUUIc 




E value 


1.0e-13 


Match length 


91 


■6 luenLiLy 




NCBI Description 


(i-LUozuj giutdinione transferase 


oeq* JNO . 


J / oou 


beq. 1JJ 




Method 


DljfiO 1 A 


NCBI GI 


a2981169 


BLAST score 


144 


E value 


6.0e-09 


Match length 


112 


% identity 


36 


NCBI Description 


(AF053077) osmotic stress-induced 




[Nicotiana tabacum] 


Seq. No. 


37881 


Seq. ID 


LIB3092-049-Q1-K1-H6 


Method 


BLASTN 


NCBI GI 


gl6220 


BLAST score 


146 


E value 


2.0e-76 


Match length 


434 


% identity 


83 


NCBI Description 


A.thaliana mRNA for mitochondrial 


Seq. No. 


37882 


Seq. ID 


LIB3092-050-Q1-K1-B9 


Method 


BLASTN 


NCBI GI 


g4406805 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


113 



5837 



% identity 83 

NCBI Description Arabidopsis thaliana chromosome II BAC T27K22 genomic 
sequence, complete sequence [Arabidopsis thaliana] 

Seq. No. 37883 

Seq. ID LIB3092-050-Q1-K1-E10 

Method BIjASTN 

NCBI GI g340697 

BLAST score 40 

E value 3.0e-13 

Match length 122 

% identity 88 

NCBI Description Soybean chloroplast 16S/23S ribosomal intergenic spacer DNA 







Seq. ID 


LIB3092-050-Q1-K1-E2 


Method 


BLASTX 


MfTJT flT 




DT 7\QT orrwci 
DlxriO 1 aOOIc 


J JO 


Ej VdlUc 




rid LL.il xcixy uii 




-6 laenuiiy 


DO 


jnlbi Description 


( Ax^uuZjV y j nypornericai protein similar ro iioi-iiu.j 




[HlaDlClOpblb LXldXlciXlcl J 


Seq. No. 


37885 


Seq. ID 


LIB3092-050-Q1-K1-E4 


neiinoa 


TXT BQTY 


JNL-JdI LtI 


00 fl R^ R 
g^iZZUO JJ 


tsiiAox score 


Zj / 


Ju Veil LLC 


D . Uc ^.U 


Match length 


Q /I 
O 4 


-s laenriiy 




vi^DX uescnption 


^nJjyjjjJv) UlaLIlIill OUaL aoocilUJiy llJvc LJX vj UtS-Lil |_ dxJ J- uup o . 




i - V» a ~] -i anal 


ot;q . ino • 


J/OOD 


Seq. ID 


LIB3092-050-O1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3126854 


BLAST score 


180 


E value 


2.0e-19 


Match length 


86 


% identity 


66 


NCBI Description 


(AF061577) chlorophyll a/b binding protein [Oryza sativa] 


Seq. No. 


37887 


Seq. ID 


LIB3092-050-Q1-K1-G7 


Method 


BLASTN 


NCBI GI 


g984307 


BLAST score 


131 


E value 


2.0e-67 


Match length 


276 


% identity 


88 


NCBI Description 


Glycine max ribosomal protein S16 (rpsl6) gene, partial 




cds, beta-carboxyltransferase (accD) , photosystem I 




component (psal), ORF 202 protein (ORF 203), 0RF 151 



5838 



protein (ORF 151), ORF 103 protein (ORF 103} , ORF 229 
precurso 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37888 

LIB3092-051-Q1-K1-E10 

BLASTX 

g2827709 

518 

9.0e-53 

114 

88 

(AL021684) predicted protein [Arabidopsis thaliana] 
37889 

LIB3092-053-Q1-K1-C5 

BLASTX 

g3367593 

146 

3.0e-09 

100 
32 

(AL031135) putative protein [Arabidopsis thaliana] 
>gi_3805841_emb_CAA21461_ (AL031986) putative protein 
[Arabidopsis thaliana] 

f 

37890 

LIB3092-053-Q1-K1-E9 

BLASTN 

g340697 

43 

3.0e-15 

79 

90 

Soybean chloroplast 16S/23S ribosomal intergenic spacer DNA 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37891 

LIB3092-053-Q1-K1-F5 

BLASTX 

g99902 

282 

3.0e-25 

112 

54 

translation elongation factor eEF-1 alpha chain (gene 
tefSl) - soybean 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37892 

LIB3092-053-Q1-K1-F7 

BLASTX 

g3378650 

219 

9.0e-18 
117 
48 

(X97606) 



abscisic acid activated [Medicago sativa] 



Seq. No. 



37893 



5839 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3092-054-Q1-K1-A2 

BLASTX 

g2129647 

209 

5.0e-17 

52 

69 

MYB-related protein 33, 2K - Arabidopsis thaliana 
>gi_1263097_emb_CAA90810_ (Z54137) MYB-related protein 
[Arabidopsis thaliana] 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37894 

LIB3092-054-Q1-K1-C1 

BLASTN 

g30044 

81 

9.0e-38 

276 

83 

Human mRNA for collagen VI alpha-2 
domain 



C-terminal globular 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37895 

LIB3092-054-Q1-K1-F12 

BLASTX 

gl!74162 

150 

5.0e-12 

95 
48 

(U44976) ubiquitin-conjugating enzyme [Arabidopsis 
thaliana] >gi_3746915 (AF091106) E2 

ubiquit in-con jugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37896 

LIB3092-054-Q1-K1-G2 

BLASTN 

g23238 

40 

2.0e-13 
200 
80 

Homo sapiens 



mRNA for 14kDa beta-galactoside-binding lectin 



37897 

LIB3092-054-Q1-K1-H12 

BLASTX 

g2529662 

284 

5.0e-26 

70 

81 

(AC002535) putative small nuclear ribonucleoprotein, Sm D2 
[Arabidopsis thaliana] >gi_3738278 (AC005309) putative 
small nuclear ribonucleoprotein, Sm D2 [Arabidopsis 
thaliana] 



5840 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37898 

LIB3092-054-Q1-K1-H9 

BLASTX 

g2529662 

133 

4.0e-10 

93 
45 

(AC002535) putative small nuclear ribonucleoprotein, Sm D2 
[Arabidopsis thaliana] >gi_3738278 (AC005309) putative 
small nuclear ribonucleoprotein, Sm D2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37899 

LIB3092-055-Q1-K1-A7 

BLASTN 

g4105179 

75 

5.0e-34 

151 

87 

Pisum sativum plastoglobule associated protein PG1 
precursor, mRNA, nuclear gene encoding chloroplast protein, 
complete cds 



Seq. No. 


o 1 n f\ A 


Seq. ±u 




Method 


BLASTN 


NCBI GI 


g975703 


BLAST score 


42 


E value 


2.0e-14 


Match length 


95 


% identity 


56 


NCBI Description 


P. sativum GR gene 


Seq. No. 


37901 


Seq. ID 


LIB3092-055-Q1-K1-G4 


Method 


BLASTN 


NCBI GI 


gl69897 


BLAST score 


35 


E value 


2.0e-10 


Match length 


117 


% identity 


90 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 


37902 


Seq. ID 


LIB3092-055-Q1-K1-G5 


Method 


BLASTN 


NCBI GI 


gl69974 


BLAST score 


93 


E value 


7.0e-45 


Match length 


221 


% identity 


86 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


37903 


Seq. ID 


LIB3092-055-Q1-K1-H12 



5841 





BLASTX 


NCBI GI 


a3169073 


BLAST score 


154 


E value 


2.0e-10 


lXLcLLOIl Icily Lli 


67 




48 




(AL023705) phenylalanyl-trna synthetase 


[Schizosaccharomyces pombe] 


o c ^ • v* w • 


37904 


ID 


LIB3092-056-Q1-K1-E1 






NCBI GI 


gl236948 


BLAST score 


56 


Tj 1 TT -*> 1 no 


3 Oe-23 




112 


St i Honf i t" \r 


88 


NICRT Descriotion 


Glycine max lipoxygenase L-5 (vlxB) mRNA, complet 


Qpff Mr> 

k»? C • l.' V » 


37905 


Seq. ID 


LIB3092-056-Q1-K1-G11 


Method. 


DLirlO X z\ 


NCBI GI 


g4263818 


BLAST score 


141 


Hi VaXUc 


1 Oe-08 


l/iaudl xtrliyLii 


113 








(AC006067) unknown protein [Arabidopsis thaliana] 


O S q • IN U . 


37906 


Q Pa TD 


LIB3092-056-Q1-K1-H11 


Method. 


IDXirtO 1 /v 


NCBI GI 


gl657948 


BLAST score 


176 


Hi value 


1 . 0e-13 




80 




57 


"MPRT Dp^rrintion 

L\ U J. l—t C O J_ -1. K> V- -L. W A 


(U73466) MipC [Mesembryanthemum crystallinum] 




37907 


Seq. ID 


LIB3092-057-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g547712 


BLAST score 


279 


E value 


5.0e-25 


Match length 


104 



% identity 

NCBI Description 



59 

EUKARYOTIC INITIATION FACTOR 4A (EIF-4A) 

>gi_542153_pir S38358 translation initiation factor eIF-4A 

- rice >gi_303844_dbj_BAA02152_ (D12627) eukaryotic 
initiation factor 4A [Oryza sativa] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37908 

LIB3092-057-Q1-K1-F2 

BLASTX 

g2982297 

389 



5842 



value 


7 . Oe-38 


Ma"f~r , n 1 on rri - h 


112 


& i H on 1 — 1 1~w 


67 




(AF051233) KIAA0107-like orot< 


*J C • Vi \J • 


37909 


Seq. ID 


LIB3092-057-Q1-K1-F3 


Mp1~}"inr1 

LI" U11UU. 


BLASTX 


NCBI GI 


g3868758 


BLAST score 


146 


J— 1 V d -J- LJ. 


2 Oe-09 


Ma "boh 1 on rr+" h 






42 




(08980?^ pi nnrrat i on factor 1 R 






Sea. ID 


LIB3092-057-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g541943 


BLAST score 


180 


E value 


3.0e-13 


Msfpn. 1 print"?! 

1. JO Lbil X C-liy Cll 


61 


o xv_lCLll — L >— y 


67 




moi* a 1 1 o1~ H n on o "i n — Qn\?hp^n ">m 
ILLfci UaXlU CliXkJJ.lt:X.lI yvcaii -^y _L 




mpr p 1 1 ot"h i on p "i n— 1t_ kp crotsin 




O I z> ± ± 


^prr TD 


LIB3092-057-O1-K1-H10 


Mp1~hod 


BLASTX 


NCBI GI 


g3043428 


BLAST score 


216 


V 1TZi "1 11 P 

Hi v axuc 


1 0p-*17 


liaLuii xciiyuii 


/ j 


15 J-CJLcllLx. Ly 




TvTr^RT nocrvi t-\-| — 5 on 


\flUUU J Jf U j lUu X XjJUoU11LC1± ^JXUL 1 






Sea ID 


LIB3092-057-O1-K1-H9 


Mpi~h.oH 


BLASTX 


NPRT CI 

Lt^fDl vJ X 


y j i j — / ^ o 


BLAST score 


221 


E value 


4.0e-18 


Mat rh 1 on crt" h 


77 


& "1 Hon"! - "T "T"\7 
^ XUCll 1 L Ly 


j / 


IN^-DX UtzoOXipt. JLOI1 


nicLdiiotniuiiciu t>oyi->ca.xi -^y-i- 




TTipi-al 1 r>t*n."i r»np"i n — 1 "i Vp nrofpi n 


Corf "NIa 


"^7 Q1 ^ 


Seq. ID 


LIB3092-058-O1-K1-E3 


Mpthod 


BLASTX 


NCBI GI 


gl40551 


BLAST score 


229 


E value 


5.0e-19 


Match length 


118 


% identity 


47 


NCBI Description 


HYPOTHETICAL 250 KD PROTEIN (■ 



1808316A 



[Cicer arietinum] 



1808316A 



>gi_81505_pir S01446 hypothetical protein 2131 - spinach 



5843 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chloroplast >gi_1224 6_emb_CAA30743_ (X07908) ORF 2131 (AA 
1-2131) [Spinacia oleracea] 



37914 

LIB3092-058-Q1-K1-G2 

BLASTN 

g2661020 

52 

2.0e-20 

136 

85 

Glycine max catalase 



(cat4) mRNA, complete cds 



37915 

LIB3092-060-Q1-K1-H10 

BLASTX 

g2252863 

233 

5.0e-20 

135 

47 

(AF013294) similar to nucleolin protein [Arabidopsis 
thaliana] 



•Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



37916 

LIB3092-060-Q1-K1-H8 

BLASTX 

g4559353 

200 

4.0e-16 

67 

64 

(AC006585) putative extragenic suppressor protein 
[Arabidopsis thaliana] 



Seq. No. 


37917 




Seq. ID 


LIB3092-061- 


-Q1-K1-A6 


Method 


BLASTN 




NCBI GI 


g2055227 




BLAST score 


44 




E value 


8.0e-16 




Match length 


48 




% identity 


98 




NCBI Description 


Glycine max 


mRNA for 


Seq. No. 


37918 




Seq. ID 


LIB3092-061- 


-Q1-K1-C7 


Method 


BLASTX 




NCBI GI 


gl31399 




BLAST score 


184 




E value 


5.0e-14 




Match length 


80 




% identity 


54 




NCBI Description 


PHOTOSYSTEM 


II 10 KD 



TISSUE-SPECIFIC ST-LS1 PROTEIN) >gi_82277_pir S00411 

photosystem II 10K protein precursor - potato 
>gi_21489_emb_CAA28450__ (X04753) ST-LS1 protein [Solanum 



5844 



tuberosum] 



O e . IN O • 




Seq. ID 


LIB3092-061-Q1-K1-E2 


Method 


BLASTX 


VTpDT (IT 


a4417288 




~J £. Zf 


JZj value 


1 Op-30 


l v Id.l_v_.Il -LttliyUXi 


x u o 




\J X 


LNUDi UcbLI X£J LXLU1 


f APOrnni unknown r>' 


Qprr Mo 

kj w • LlV • 


37920 


S^a ID 


LIB3092-061-Q1-K1-G6 


Method 


BLASTX 


NCBI GI 


g3687654 




223 


17* tt 3 liia 


1 i UC X o 


fi/T --J +- Vi "1 ^t"kt 4* V> 


o u 




53 


jnudi uescnption 






L,Xia.XXa.Iia. J 


Seq. No. 


37921 


Seq. ID 


LIB3092-061-Q1-K1-G8 


Method 


BLASTN 


NCBI GI 


gl8551 


BLAST score 


126 


E value 


1.0e-64 


Match length 


280 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



87 

Soybean Cab3 gene for PSII LHCII chlorophyll a/b binding 
protein 

37922 

LIB3092-062-Q1-K1-B6 

BLASTN 

g20728 

90 

5.0e-43 

292 
88 

Pea chloroplast GAPA mRNA encoding 

glyceraldehyde-3-phosphate dehydrogenase (GAPDH) subunit A 
(EC 1.2.1.13) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37923 

LIB3092-062-Q1-K1-B7 

BLASTX 

gll70781 

233 

2.0e-19 

83 
51 

LACTOYLGLUTATHIONE LYASE {METHYLGLYOXALASE) 

(ALDOKETOMUTASE) (GLYOXALASE I) >gi_629615_pir S47177 

lactoylglutathione lyase (EC 4.4.1.5) - soybean 



5845 



>gi_505585_emb_CAA48717_ (X68819) lactoylglutathione lyase 
[Glycine max] 



Seq. No. 


37924 


Seq. ID 


LIB3092-062-Q1-K1-B8 


Method. 


BLASTN 


NCBI GI 


g505584 


BLAST score 


83 


E value 


8.0e-39 


IVtatph 1 PTKrhhi 


283 


& "i H^nt 1 1* v 

O XUdlLX L y 


82 


NPRT Dp^rri r>t ion 


G.max mRNA for Glvoxalase I 


Seq. No. 


37925 


Seq. ID 


LIB3092-062-Q1-K1-C7 


Method 


BLASTX 


NCBI GI 


g4512684 


BLAST score 


249 


E value 


3.0e-21 


Match length 


97 


% identity 


55 


NCBI Description 


(AC006931) unknown protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_4559324_gb_AAD22986.1_AC007087_5 (AC007087) unknown 
protein [Arabidopsis thaliana] 

37926 

LIB3092-062-Q1-K1-D11 

BLASTX 

g3108209 

190 

2.0e-14 

79 

53 

(AF028809) eukaryotic cap-binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37927 

LIB3092-062-Q1-K1-D12 

BLASTX 

g3108209 

161 

6.0e-ll 

67 

51 

(AF028809) 
thaliana] 



eukaryotic cap-binding protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37928 

LIB3092-062-Q1-K1-D3 

BLASTN 

g20834 

58 

7.0e-24 

162 

85 

P. sativum PHSP1 mRNA for HSP70 



5846 



octj • 1NU • 




Seq. ID 


LIB3 092-0 62 -01-K1-E7 


Method. 


BLASTX 




a2244904 


BLAST score 


158 


E value 


5.0e-ll 


Ms"t~pli 1 pnfrth 


63 




S4 




\ tA y i *j y j oxmxxdx iu iiy ljw L-lic uxcax piULCiii u <i. X; »j • / v^acii<Jiiia 




r A t* a Y> i qi q "hVial i anal 
l_rt.x dijxvxvj|j o x o l. lid x x diid J 


JCV|. LN(J • 




Seq. ID 


LIB3092-0 62-O1-K1-F10 


Method. 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


103 


F. 1 hp 

1—1 v a. _1_ Lai 


1 . 0e-50 




291 


o X vXfc: 1 1 L. X L y 


o *± 




fZ TTiisv "l~ o "F Q 1 crones f ol oti rra i — 1 on ■fapfny T7 1 TT 1 — 1 a 
o ■ nidA lcioi ycnc xvjx ciunyuLiuii iau lul lie ia 




^7 9^1 


OC^ • XL/ 


T,TR^n9^-nm -01 -ki -ri 1 

XjX J_) ^/ vJ _? UUX ^X X\X XJ X X 




RT.ASTX 


i\V^J_>X ox 


rr?1 601 ftQ 




1 67 
x 0 / 


E value 


1.0e-ll 


Match length 


67 


o lUcilLlLy 




INv^Dl UcoOIipLlUIi 


^fiv^UUU X Ji / OXilLXXd-X LU ri • LlldXXcUIcl icCcpLUX XXJS.G £->xU UtiXll 




Kinase ig-D i\.Xir\.o ri±\riiri^ . ejois yc hi louy /o f go hi io^joz conic 




L.11-LO yCUC . [riLCLUJ-UUpDJ-S Lllui. XCL11CL J 


Qppr Ma 




Seq. ID 


T,TR^093-001 -01 -K1 -R2 


Method 


BLASTX 


NPRT Ql 
n^/Oi ox 


a2706^1S 

y*c / w v^j x «j 


BLAST score 


167 


E value 


9.0e-12 


1/IdL.^ll XC11UU11 


42 


15 XU-CllUXLy 


71 

/ X 




^ Il<.DOjj laOIldVOUc LcQUCLaSc llKc piOLclIl L^-'-Lt-'-US X 




£JdX aUiol J 


oeq. ino* 




Seq. ID 


TiTR3093-001 -01 -Kl -H4 


MpfhnH 


RT.ASTX 


lN^Ol ox 


rrl PQftn'S 


XJXXTIO X 


267 


E value 


2.0e-23 


Match length 


79 




73 


NCBI Description 


CATIONIC PEROXIDASE 1 PRECURSOR >gi_99872_pir A38265 




peroxidase (EC 1.11.1.7) precursor, cationic (clone PNC1) - 




peanut 


Seq. No. 


37934 



5847 



Seq. ID 
Method 
NCBI GI 
-BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIB3093-001-Q1-K1-H6 

BLASTX 

g4559358 

166 

1.0e-ll 

74 

41 

(AC006585) putative steroid binding protein [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37935 

LIB3093-002-Q1-K1-A4 

BLASTN 

g758693 

47 

2.0e-17 

142 
83 

Catharanthus roseus S-adenosyl-L~methionine decarboxylase 
proenzyme mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI $ 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37936 

LIB3093-002-Q1-K1-B4 

BLASTX 

gl806140 

238 

3.0e-20 

98 
52 

(X97314) cdc2MsC [Medicago sativa] 
37937 

LIB3093-002-Q1-K1-D3 

BLASTN 

g4324966 

43 

3.0e-15 

95 
86 

Glycine max ADP-ribosylation factor mRNA, partial cds 
37938 

LIB3093-002-Q1-K1-D6 

BLASTX 

g2129581 

341 

3.0e-32 

108 

62 

envelope Ca2+-ATPase precursor - Arabidopsis thaliana 
>gi_471089_dbj_BAA03091_ (D139-&4) chloroplast envelope 
Ca2+-ATPase precursor [Arabidopsis thaliana] 
>gi_4165448_emb_CAA49558_ (X69940) envelope Ca2+-ATPase 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 



37939 

LIB3093-002-Q1-K1-E2 



5848 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq, Noi 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g256142 

177 

7.0e-95 

395 

87 

cytosolic glutamine synthetase [Glycine max=soybeans, var 
Prize, mRNA, 1450 nt] 

37940 

LIB3093-002-Q1-K1-H3 

BLASTN 

gl8764 

106 

8.0e-53 

206 

88 

G.max tefSl gene for elongation factor EF-la 
37941 

LIB3093-002-Q1-K1-H7 

BLASTX 

g2924781 

226 

3.0e-19 

59 
73 

(AC002334) putative cellulose synthase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37942 

LIB3093-003-Q1-K1-B4 

BLASTX 

g4038030 

250 

2.0e-21 

86 

60 

(AC005936) 
thaliana] 



putative protein kinase, 5 1 partial [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



37943 

LIB3093-003-Q1-K1-B8 

BLASTN 

gl70025 

56 

1.0e-22 

307 
80 

Soybean malate synthase (MS) mRNA, 3' 
37944 

LIB3093-003-Q1-K1-C7 

BLASTX 

g2499553 

624 

3.€e-65 



end 



5849 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



139 
85 

CRYPTOCHROME 1 APOPROTEIN (BLUE LIGHT PHOTORECEPTOR) 

>gi_629524_pir S39058 probable deoxyribodipyrimidine 

photo-lyase {EC 4.1.99.3) - Arabidopsis thaliana 
>gi_442529_bbs_139743 (S66907) flavin-type blue-light 
photoreceptor, HY4=DNA photolyase/tropomyosin A homolog 
[Arabidopsis thaliana, ecotype Columbia, Peptide, 681 aa] 
[Arabidopsis thaliana] 

37945 

LIB3093-003-Q1-K1-D10 

BLASTX 

g2674203 

143 

2.0e-09 

62 

50 

(AF036328) CLP protease regulatory subunit CLPX 
[Arabidopsis thaliana] 

37946 

LIB3093-003-Q1-K1-D11 
BLASTN 
gl70080 
77 

3.0e-35 

165 

75 

Soybean seed lectin gene transposable element tgml 
37947 

LIB3093-003-Q1-K1-D4 

BLASTX 

gl705678 

241 

7.0e-21 

75 

61 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

37948 

LIB3093-003-Q1-K1-D5 

BLASTX 

g3935139 

408 

7.0e-40 

102 
79 

(AC005106) T25N20.3 [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



37949 

LIB3093-003-Q1-K1-F5 

BLASTN 

g303900 



5850 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



199 

1.0e-108 

339 
32 

Soybean gene for ubiquitin, complete cds 
37950 

LIB3093-003-Q1-K1-H6 

BLASTX 

g2501578 

583 

2.0e-60 

128 

92 

ETHYLENE-INDUCIBLE PROTEIN HEVER >gi_2129913_pir S60047 

ethylene-responsive protein 1 - Para rubber tree 
>gi_1209317 (M88254) ethylene-inducible protein [Hevea 
brasiliensis] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37951 

LIB3093-004-Q1-K1-B6 

BLASTX 

g3176076 

161 

2.0e-ll 

49 

71 

(AJ002487) protein phosphatase 1 
[Medicago sativa] 



catalitic subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37952 

LIB3093-004-Q1-K1-D1 

BLASTX 

g3024021 

171 

3.0e-12 

93 

43 

INITIATION FACTOR 5A-4 (EIF-5A) (EIF-4D) 

>gi_2225883_dbj_BAA20878_ (AB004825) eukaryotic initiation 
factor 5A4 [Solanum tuberosum] 



Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



37953 

LIB3093-004-Q1-K1-E7 

BLASTX 

g4455338 

148 

7.0e-15 

129 

40 

(AL035525) putative protein [Arabidopsis thaliana]^ 
37954 

LIB3093-004-Q1-K1-G8 

BLASTN 

g2055227 

152 



5851 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-80 

261 

92 

Glycine max mRNA for SRC1, complete cds 
37955 

LIB3093-005-Q1-K1-D11 

BLASTX 

g2706515 

227 

6.0e-19 

65 
68 

(Y12689) isoflavone reductase-like protein [Citrus x 
paradisi] 

37956 

LIB3093-005-Q1-K1-F7 

BLASTX 

g2950210 

170 

2.0e-12 

62 

56 

(Y14615) Importin alpha-like protein [Arabidopsis thaliana] 
37957 

LIB3093-005-Q1-K1-G2 

BLASTN 

g601786 

62 

3.0e-26 

138 

86 

Arabidopsis thaliana protein kinase (AFC1) mRNA, complete 
cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37958 

LIB3093-005-Q1-K1-G8 

BLASTX 

gl825645 

230 

3.0e-19 

72 

61 

(U88173) weak similarity to Arabidopsis thaliana 
ubiquitin-like protein 8 [Caenorhabditis elegans] 

37959 

LIB3093-006-Q1-K1-D5 

BLASTX 

g2511590 

460 

5.0e-46 

133 

68 

(Y13692) multicatalytic endopeptidase complex, proteasome 



5852 



component, beta subunit [Arabidopsis thaliana] >gi_3421111 
(AF043534) 20S proteasome beta subunit PBD1 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37960 

LIB3093-006-Q1-K1-E1 

BLASTX 

gl36636 

427 

4.0e-42 

85 

89 

UBIQUITIN-CONJUGATING ENZYME E2-17 KD 1 (UBIQUITIN-PROTEIN 
LIGASE 1) (UBIQUITIN CARRIER PROTEIN 1) 

>gi_1076424_pir S43781 ubiquitin-conjugating enzyme UBC1 - 

Arabidopsis thaliana >gi_4425 94_pdb_lAAK_ Ubiquitin 
Conjugating Enzyme (E . C. 6 . 3 . 2 . 19) >gi_2981894__pdb_2AAK_ 
Ubiquitin Conjugating Enzyme From Arabidopsis Thaliana 
>gi_166924 (M62721) ubiquitin carrier protein [Arabidopsis 
thaliana] >gi_431260 (L19351) ubiquitin conjugating enzyme 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37961 

LIB3093-006-Q1-K1-F10 

BLASTX 

g3033401 

222 

3.0e-18 

91 

47 

(AC004238) putative potassium transporter [Arabidopsis 
thaliana] 



Seq. No. 


37962 


Seq. ID 


LIB3093-006-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g3947735 


BLAST score 


163 


E value 


2.0e-ir 


Match length 


87 


% identity 


45 


NCBI Description 


(AJ009720) NL27 [Solanum tuberosum] 


Seq. No. 


37963 


Seq. ID 


LIB3093-007-Q1-K1-B3 


Method 


BLASTN 


NCBI GI 


g2330648 


BLAST score 


47 


E value 


2.0e-17 


Match length 


114 


%* identity 


87 


NCBI Description 


Pisum sativum mRNA for topoisomerase 



Seq. No. 37964 

Seq. ID LIB3093-007-Q1-K1-C4 

Method BLASTN 

NCBI GI g3821780 



5853 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST' score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



36 

9.0e-ll 

36 
100 

Xenopus laevis cDNA clone 27A6-1 
37965 

LIB30 93-007-Q1-K1-C5 

BLASTX 

g2507421 

154 

2.0e-10 

65 
51 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG >gi_1800277 
(U81042) translation initiation factor [Arabidopsis 
thaliana] >gi_4 49070 9_emb_CAB38843 . 1_ (AL035680) 
translation initiation factor [Arabidopsis thaliana] 

37966 

LIB3093-007-Q1-K1-D3 

BLASTX 

gl495251 

303 

1.0e-27 

80 
69 

(Z70314) heat-shock protein [Arabidopsis thaliana] 
37967 

LIB3093-007-Q1-K1-E7 

BLASTX 

gll9640 

194 

8.0e-15 

107 

43 

1 -AMI NOCYCLO PROPANE - 1 -CARBOXYLAT E OXIDASE HOMOLOG (PROTEIN 

E8) >gi_82109_pir S01642 ripening protein E8 - tomato 

>gi_19199_emb_CAA3178 9_ (X13437) E8 protein [Lycopersicon 
esculentum] 

37968 

LIB3093-007-Q1-K1-F7 

BLASTX 

g2244917 

151 

1.0e-09 

80 
45 

(Z97339) hypothetical protein [Arabidopsis thaliana] 
37969 

LIB3093-007-Q1-K1-G2 

BLASTX 

g4512624 

220 



5854 



E value 
Match length 
% identity 
NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5.0e-19 

88 

56 

(AC004793) Strong similarity to gi_3033401 F19I3.29 
putative potassium transporter from Arabidopsis thaliana 
BAC gb_AC004238 

37970 

LIB3093-008-Q1-K1-C1 

BLASTX 

gl086263 

271 

6.0e-24 

103 

53 

TMV resistance protein N - tobacco (Nicotiana glutinosa) 
>gi_558887 (U15605) N [Nicotiana glutinosa] 

37971 

LIB3093-008-Q1-K1-C11 

BLASTN 

gl814402 

151 

2.0e-79 

267 

89 

Mesembryanthemum crystallinum methionine synthase (MetE) 
mRNA, complete cds 

37972 

LIB3093-008-Q1-K1-D7 

BLASTX 

g!350664 

302 

1.0e-27 

87 

67 

60S RIBOSOMAL PROTEIN L13 (CLONE 6.2.1) 

>gi__1084420_pir S50116 hypothetical protein - common 

tobacco >gi_467325 (L31416) [Nicotiana tabacum (clone 
6.2.1) mRNA, complete cds.], gene product [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



37973 

LIB3093-008-Q1-K1-E7 

BLASTN 

gl69980 

58 

4.0e-24 

122 

87 

Soybean heat-shock protein 
37974 

LIB3093-008-Q1-K1-G9 

BLASTX 

g!083739 



(Gmhsp26-A) gene, complete cds 



5855 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



246 

4.0e-21 

72 
61 

nucleolar protein Noppl40, hepatic - rat 

>gi_1093316_prf 2103261A nuclear protein NAP 5 7 [Rattus 

norvegicus] 

37975 

LIB3093-008-Q1-K1-H6 

BLASTN 

gl055367 

223 

1.0e-122 

449 

99 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

•Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37976 

LIB3093-009-Q1-K1-B2 

BLASTX 

gl498168 

220 

6.0e-18 

105 

45 

(D86730) endoxyloglucan transferase related protein 
[Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



37977 

LIB3093-009-Q1-K1-B6 

BLASTX 

g3386607 

447 

1.0e-44 

129 
66 

(AC004665) hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



37978 

LIB3093-009-Q1-K1-C3 

BLASTX 

g2978452 

169 

2.0e-17 

72 
67 

(AE001274) MCAK; L549.3 [Leishmania major] 
37979 

LIB3093-009-Q1-K1-D9 

BLASTX 

g541943 

295 

1.0e-26 

56 



5856 



# 



& i dent" l f v 


95 


NPRT nespr""i nt" i nn 

XVV^U X JJCOUJ L^L±Ull 


metal 3 nthi nnpi n - snvhpan >m 998689 nrf 1 808^1 6A 




metallothionein - like protein [Glycine max] 


JCLJi IN f ■ 




Seq. ID 


LIB30 93-00 9-01-K1-E1 


Method 


BLASTX 


NCBI GI 


g3785978 


BLAST score 


218 


F. T7a 1 np 
j—i v ax uc 


1 . Oe-17 


L id 1_ K^LL x tJliy L.i.1 


44 




o u 




/ Z\r*nn ^fl ^ nn OTAm nrnf ai n r UraKi r\ r\r~\ en c fha 1 i anal 
jn^UUJJDU/ UlI JVllVj WI1 piULcJ.Il \_r\J- a.AJ , XV_l<w>p o X o L-Xlct X -LclilGL j 


QjQrr Mrs 


J / ?01 


Seq. ID 


LIB3093-009-O1-K1-E12 

JJX1J Jv J<J W U -/ X\ X 


Method 


BLASTX 




ULi Uv J*i J 




260 


j_j v a.1 Lie 




Ma +- r~» n 1 onrri"h 

LJCtL-Oil -LCJliy L-ll 


74 


% identity 


72 


NCBI Description 


60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN 




*>rri 1 0 f) 0 S ni r Q 1 Q Q Q y -j "K^ c r^vn a 1 nrnt" oin T.Q — rra t~H on mo a 

/ UX X W \J VJ \J p X X O X _7 / O X XJJU S LjllLLCt X UX U LCX11 XJ UaXUCll UCa 




>rn _ 90797 pmh PAA4 697^ (Yf^RISS^ (^A rpi qnni <5ai- -i inim! 

/yJX C\J f t ClLUJ k^ttrt. 1 ! Ui, / J J J ^ Ort. L xlo LULL oaLl V LULL J 




^CJl ±£ f JO^D eitlO LAriOujO / ^Aj/oZZJ x lJjOSOIlia.X pxOteiil xj^? 




j_ XT X & Uxu odulv LLili J 


0 0 XT,-* 

ocq. LNO. 






iixdju j j w u _? Si-L xvx ro 


Met hnd 


RT.ASTX 


NCBI GI 


a4580395 


BLAST score 


213 


E value 


2. Oe-17 




99 


o xuciiLi uy 


X 


NTPRT "Dcadr" 1 ?-! r\f~ t r^n 

iN^XJX LVCOUlipUXUU 


\nuuu / i /i| putative Kinesiii rexateci protein [iiraijxu.op&i.& 




LndllallaJ 


OCLj[ • IN (J • 


J / JOJ 


Seq. ID 


T.TR^09^-01 0-O1 -K1 -A9 


Method 


BLASTX 


NCBI GI 


a 9492952 


RT.A^T c-rnrfs 

JLJ J_liTliJ J. O V^vJ J- ~ 


334 


E value 


2 . Oe-31 


Matph 1 ennth 


91 


% identity 


73 


NCBI Description 


CHORISMATE SYNTHASE 1 PRECURSOR 




{ FWfiT.PYRnVYT ^RTPfTMTiTP — ^-PMnciPRaTTr PRnQpunT 1 ^ 
\0 LsDiKJljir Ix\U V ILonxJ\liYlnlD j rnUorJlfilD ir nvJDir il^xj IriDIii x; 




*^yx Qftzuzo P-i-r ofiufixu cnonsmate syntnase ^Hi^ fi.o«i.f±y 




precursor — tomato ^qi 4iU4oZ eiriD L.AA./yooy (Zizi/yo; 




r^h nri ^Tna "h p vn "hhs^p 1 r TiVprinp r^i r^pin pcnil prif*nnil 

^llUXXOHlaLC O jil LliuOC X [Xl^ UUyCX OXUUli CO UUXCii L UML J 


Seq. No. 


37984 


Seq. ID 


LIB3093-010-Q1-K1-E10 


Method 


BLASTX 


NCBI GI 


g4038592 



5857 



BLAST score 


152 


E value 


5.0e-10 


Match length 


80 


% identity 


44 


NCRT Dp ^ c v i nt "i nri 


(Y1 040*3^ RKf A— H i t*pp1~ pd RNA nnl vmpTS ^p fTiVPDnpr^i rnn 




esculent um] 


Sea. No. 


37985 


Seq. ID 


LIB3093-010-Q1-K1-E8 


Method 


BLASTX 


NCBI GI 


g2245394 


BLAST score 


156 


E value 


2.0e-10 


Match length 


96 


% identity 


45 


NCBI Description 


(U89771) ARFl-binding protein [Arabidopsis thaliana] 


Sea. No. 


37986 


Seq. ID 


LIB3093-010-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g485518 


BLAST score 


325 


E value 


1.0e-30 


Match length 


78 


% identity 


86 


NCBI Description 


ubicruitin / ribosomal nrotein CEPS2 — rirp 




>ai 303857 dbi BAA02154 (012629} nbi ani 1 1 n/ribo^omal 




oolvorotein TOrvza satival 


Sea No 


37987 


Seq. ID 


LIB3093-011-Q1-K1-A1 


Method 


BLASTX 


NCBI GI 


g2852684 


BLAST score 


150 


E value 


1.0e-09 


Match length 


103 


% idenfcitv 


31 


NCBI Description 


(AF017751} resistance Drotein randidatp rijactnca satival 


Sea No 


37988 


Seq. ID 


LIB30 93-01 1-Q1-K1-A4 


Method 


BLASTN 


NCBI GI 


g2264309 


BLAST score 


52 


E value 


3.0e-20 


Match length 


200 


% identity 


81 


NfRT Dpspti ni"i r>n 






MlTlJ3 . comnletp spcniertpp fArsbi rfnnsi s fhsl i anal 


Sea No 


37989 


Seq. ID 


LIB3093-012-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl931653 


BLAST score 


225 


E value 


1.0e-18 


Match length 


98 



5858 



% identity 

NCBI Description 



35 

(U95973) unknown protein [Arabidopsis thaliana] 



JC^i V* KJ * 


37 990 


Seq. ID 


LIB3093-012-Q1-K1-B1 


Method 


BLASTN 




y x jji 




1 ^1 


E value 




M;^i~ph lAnrfhh 


i Ji 


9- -! »^ Cl T"4 H — 1 +■ \ 7 

^ lUciiLi ty 


i on 


inv^jd± uescription 


biyciiic max. nun oupciUAiuc vj.-Loiuu.ua.ot; ^ccouuj iLir\LH>ri f 






Seq. No. 


37991 


Seq. ID 


LIB3093-012-Q1-K1-B12 


ft /F 4** Vi /^/-i 






goo j / jDi 


ojjAoi score 


1 £Q 

ioy 


E value 


7 np-9? 


^T*^4*/"^r^ 1 f\ T"^ ^ n 

ria icn lenyun 


y 4 


% identity 




TvTf~ 1 'D T Do or 1 !""! r*\+" n nn 
LNOJDJ. UcSCXiptlOu 


/HffinAARI \ an V \rr i -n — 1 n Vo n rr\"|- oi n r r*;=t h i H nn qi q t" a 1 lan^l 
\ UU11 O 1 ; all 3\.y X X 11 X X ivc piULc±n L-rix aJJXUivJjJo xo uiiaiiaiiaj 


Seq. No.. - 


37992 


Seq. ID 


LIB3093-012-Q1-K1-C3 


jxietnoo. 




JNLbl bl 


gzouoyo i 


rsiiAo i score 


ZoU 


Ej Value 


c: no— 1 Q 

o • u e x -? 


Match length 




% identity 


I z 


iNLDi description 


^.rlr U lUO^ 1 J pilOCUoy £> Lclll X dilLcilila UxUUtJXil Lkyxy^a. aauivdj 


beq. No. 


o / yyo 


beq. id 


xjibouyo— u iz— y i—ixi— biz 




RT ZiQ^Y 


NCBI GI 


g3914192 


BLAST score 


155 


£i VaJLUe 


z • ue iu 


TVjf 4" I /"S /^f I ' Vl 

natcn renyxn 


ft Q 

a y 


% identity 


oy 


IN x ucbLixpuiUii 


nTHYnRfJT.TPOAMTnF APFTYT.TRANCIFFR&CJF rnMPnTvITTNT OF PYRHVATF, 




nrUVHDAPPMTi OT? r"AMDT ITV DDETTTDCOD / T7 O \ /DnP TT 1 0 \ 

UbniUKvJbrjJNAbJii LUMrL&A irKbuUKbUK ^IIjZJ (rUt^— HjZ; 




>gi oiouizu eitiD L.iiAiyio4 ^AijUZooyo; ainyctroiipoamiae 




acetyiuransierase component [ocnizosaccnaromycca punujej 


e . Vi \J ■ 


37994 


Seq. ID 


LIB3093-012-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g3243274 


BLAST score 


213 


E value 


2.0e-17 


Match length 


53 


% identity 


81 


NCBI Description 


(AF072134) TCP3 [Arabidopsis thaliana] 



5859 




Sea No 


37995 


Seq. ID 


LIB3093-012-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 
i ^ \_* i_ ' x mix 


a3695408 




293 


VJ3 ] lip 

J— 1 V d _]_ 


2 Oe-26 


Match length 


88 


% identity 


64 


NCBI Description 


(AF096373) contains siinilaritv to SolanuitL lvcoDersicuni 




(toniritol wound- "Lndnppd DTotPi n ^ • X598 } r Arahi rinnq i q 




thalianal >ai 4538956 emb CAB39780 1 (AL0494881 nrobable 




wound - induced protein [Arabidopsis thaliana] 


JC^. LN » 




Spa ID 


LIB3093-012-O1-K1-F11 

UX-J«Jv_>iJ WX£. \/ X Lv X i. X X 


Method 


BLASTX 


NCBI GI 


gll34882 


BLAST score 


149 


E value 


1. Oe-09 


M^i"ph 1 pnrft'h 


76 


%. 1 Hpnt" 1 i""\7 

O _LVJ.CH U. -L L.^ 


42 


NCBT Dp q cv\ nt ion 


fZ68291 ) rv^tpi hp nrof ps^p TPi qiiTn qati vnirtl 


Onrr 




Seq. ID 


T.TR3093-ni ?-Ol -Kl -H3 

UlDJU^ J W X V.X L v X iXi_J 


Mp i" Vi nH 


XJXJiTikJ J. /\ 


NCBI GI 


g3063459 


BLAST score 


219 


I-J V Ct-L LLC 


7 np-?fi 


Lid Loll XtJliy L-il 


X O 


t> lUCULJ. Ly 




NCBI Dpsrr i'Dt i on 


(AC003981j F22013 21 fArabidonsis thalianal 




J / -7-70 


Oo \J . J. L/ 


UXDJ \j jj uxo \l X L\X XlXVJ 




DXirt.0 1A 


NCBI GI 


gl743354 


BLAST score 


163 


F. va 1 np 


2 . Oe-11 


M^'hr'h 1 PTirr"h}t 

Lid L- V i.1 J. L.11 


66 


O XUCil L. -L L.y 






\i.w-?o/uy aJLuciiyuc ucuyuiuyciiaoc \L\r\u~ / ]_ lnxuvj tiaiia LaJJau lllll j 


OC^« LN vJ • 


»-> / y -7 ■> 


Seq. ID 


-Li iU Jv J J U 1 J yi. LV-lt O / 


Method 


BLASTX 


NCRT (IT 


a4467099 
y 110 / uj? 


BLAST score 


119 


E value 


2.0e-18 


Mafrh 1 pntrhhi 

.luLV/U LCli^tli 


86 


% i Hpti +" "i t" \t 

O _L U.C11 I — L ty 


70 


lnudi uescnpLion 


(AL035538) glycine hydroxymethyltransferase like protein 




[Arabidopsis thaliana] 


Seq. No. 


38000 


Seq. ID 


LIB3093-013-Q1-K2-G6 


Method 


BLASTX 



5860 



# 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl708971 
230 

3.0e-19 

113 

45 

(R) -MANDELONITRILE LYASE ISOFORM 1 PRECURSOR 

(HYDROXYNITRILE LYASE 1) ( (R) -OXYNITRILASE 1) 

>gi_421871_pir S32156 mandelonitrile lyase (EC 4,1.2.10) - 

black cherry >gi_288116_emb_CAA51194_ (X72617) 
mandelonitrile lyase [Prunus serotina] >gi_1730332 (U78814) 

(R) -{+) -mandelonitrile lyase isoform MDL1 precursor [Prunus 
serotina] >gi_1090776_prf 2019441A mandelonitrile lyase 

[Prunus serotina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38001 

LIB3093-013-Q1-K2-H10 

BLASTX 

gl743354 

182 

9.0e-14 

50 

68 

(Y09876) aldehyde dehydrogenase (NAD+) [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38002 

LIB3093-014-Q1-K1-B12 

BLASTX 

g4049354 

215 

3.0e-26 

108 

62 

(AL034567) glycine hydroxymethyltransf erase (EC 
2 . 1 . 2 . 1) -like protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38003 

LIB3093-014-Q1-K1-C12 

BLASTN 

g2970050 

200 

1.0e-108 

344 
90 

Vigna radiata mRNA for ARG10, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38004 

LIB3093-014-Q1-K1-C9 

BLASTX 

gl332579 

119 

1.0e-09 

91 

5 

(X98063) polyubiquitin [Pinus sylvestris] 



Seq. No. 
Seq. ID 



38005 

LIB3093-014-Q1-K1-H12 



5861 



Mpthod 


BLASTN 


NCBI GI 


g!70073 


BLAST score 


33 


111 V GIJL \J.\Z 


4 . Oe-09 


MpIt'Vi 1 p"nfii~h 


77 


0 -L UC i 1 L. J. l. _y 


86 


NCBI Description 


Soybean calmodulin (SCaM-3) mRNA, complete cds 


Spo No 


38006 


Seq. ID 


LIB3093-014-Q1-K2-C9 


Mpthod 


BLASTN 


NCBI GI 


g303900 


BLAST score 


177 


Fl Vr5 1 IIP 


5. 0e-95 


M?}"t"phi 1 pnf7t"h 


243 


2- -i Hati1~ 1 t" V 

0 -LV^iOlll — L K^y 


27 


NfRT npqrr int i_ on 


Soybean gene for ubiquitin, complete cds 




38007 


Sea ID 


LIB3093-014-Q1-K2-D10 


MQf In aH 


BLASTX 




a541943 


BLAST score 


181 


E value 


1.0e-13 




4 0 




82 


LNoij-L UcoClXp UivJXl 


nipt^l 1 oth-i onpi n - =;nvhp?m >ai 228682 orf 1808316A 




metallothionein-like protein [Glycine max] 




38008 


Seq. ID 


LIB3093-014-Q1-K2-D12 


Method 


BLASTX 


NCBI GI 


gl839188 


BLAST score 


332 


R valnp 


5. Oe-36 


Ma1r*h 1 pncrhh 


93 




76 


NCBI Description 


(U86081) root hair defective 3 [Arabidopsis thaliana] 




38009 


Seq. ID 


LIB3093-014-O1-K2-F5 




RT.A9TN 


NPRT GT 




BLAST score 


49 


E value 


2.0e-18 


Ma -(— <--^ Vi "1 on <~f +■ H 


117 








Arahi Hnn«!i ^ "hhali^na npnomip DNA. chromosome 5. Pi clone 




MJC20. comolete secruence TArabidoDsis thalianal 


Con Klr^i 


3ftm n 

JOU1U 


Seq* ID 


LIB3093-014-Q1-K2-G4 


Method 


BLASTX 


NCBI GI 


g4519671 


BLAST score 


142 


E value 


1.0e-08 


Match length 


59 



5862 



% identity 


45 


NCBI Description 


(AB017693) transfactor [Nicotiana tabacum] 


Seq. No. 


38011 


Seq. ID 


LIB3093-014-Q1-K2-G5 


Method 


BLASTN 


NCBI GI 


g602358 


BLAST score 


72 


E value 


2.0e-32 


Match length 


152 


% identity 


87 


NCBI Description 


P. sativum mRNA for type II chlorophyll a/b binding prot 


Seq. No. 


38012 


Seq. ID 


LIB3093-014-Q1-K2-H12 


Method 


BLASTN 


NCBI GI 


g!70073 


BLAST score 


67 


E value 


2.0e-29 


Match length 


106 


% identitv 


92 


NCBI Description 


Soybean calmodulin (SCaM-3) mRNA, complete cds 


Sea No. 


38013 


Seq. ID 


LIB3093-015-Q1-K1-A4 


Method 


BLASTN 


NCBI GI 


g986968 


BLAST score 


63 


E value 


7.0e-27 


Match length 


215 


% identity 


85 




Glvcine max TGACG-motif bindina nrotein fSTGAll mRNA. 




complete cds 


Sea. No. 


38014 


Seq. ID 


LIB3093-015-Q1-K1-A9 


Method 


BLASTX 


NCBI GI 


g4433048 


BLAST score 


543 


E value 


1.0e-55 


Match length 


132 


% identitv 


81 


NCBI Description 


(D2 6578) DNA— binding protein [Daucus carota] 


Sea No 


38015 


Seq. ID 


LIB3093-015-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g3860277 


BLAST score 


291 


E value 


4.0e-26 


Match length 


64 


% identity 


88 


NCBI Description 


(AC005824) putative ribosomal protein L10 [Arabidopsis 




thaliana] >gi_4314394_gb_AAD15604_ (AC006232) putative 




ribosomal protein L10A [Arabidopsis thaliana] 



Seq. No. 38016 



5863 




Seq. ID 


LIB3093-015-Q1-K1-H5 




Method 


BLASTX 




NCBI GI 


g3063465 




BLAST score 


196 




E value 


5.0e-15 




Match length 


131 




% identity 


40 




NCBI Description 


(AC003981) F22013.27 [Arabidopsis thaliana] 




Seq. No. 


38017 




Seq. ID 


LIB3093-015-Q1-K2-B10 




Method 


BLASTX 




NCBI GI 


g2909583 




BLAST score 


249 




E value 


2.0e-21 




Match length 


114 




% identity 


45 




NCBI Description 


(AL021926) oxcA [Mycobacterium tuberculosis] 




Seq. No. 


38018 




Seq. ID 


LIB3093-015-Q1-K2-C10 




Method 


BLASTX 




NCBI GI 


g3860277 




BLAST score 


166 




E value 


2.0e-ll 




Match length 


35 




% identity 


91 




NCBI Description 


(AC005824) putative ribosomal protein L10 [Arabidopsis 




thaliana] >gi_4314394_gb_AAD15604_ (AC006232) 


putative 




ribosomal protein L10A [Arabidopsis thaliana] 




Seq. No, 


38019 




Seq. ID 


LIB3093-015-Q1-K2-C6 




Method 


BLASTN 




NCBI GI 


g2921511 




BLAST score 


109 




E value 


2.0e-54 




Match length 


225 




% identity 


87 




NCBI Description 


Fritillaria agrestis GF14 protein (GRF) inRNA, 


complete 


Seq. No. 


38020 




Seq. ID 


LIB3093-015-Q1-K2-D10 




Method 


BLASTN 




NCBI GI 


gl69934 




BLAST score 


48 




E value 


5.0e-18 




Match length 


91 




% identity 


89 




NCBI Description 


G.max (soybean) atpH gene encoding CFO-ATPase 


subunit 




chloroplast gene encoding chloroplast protein, 


complet 


Seq. No. 


38021 




Seq. ID 


LIB3093-016-Q1-K1-A9 




Method 


BLASTX 




NCBI GI 


g3328122 




BLAST score 


324 





5864 




E value 


5.0e-30 


Match length 


112 


% identity 


65 


NCBI Description 


(AF073473) phosphoglycerate kinase precursor [Solanuin 




tuberosum] 


Seq. No. 


38022 


Seq. ID 


LIB30 93-01 6-Q1-K1-B4 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


65 


E value 


3 . Oe-28 


Match length 


157 


% identity 


85 


NCBI Description 


Soybean heat— shock protein (Gmhsp26-A) gene/ complete cds 


Seq. No. 


38023 


Seq. ID 


LIB3093-016-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


g3461820 


BLAST score 


187 


E value 


6.0e-14 


Mat ch 1 engt h 


80 


% identitv 


46 


NCBI Description 


(AC004138) unknown protein [Arabidopsis thaliana] 




38024 


Sea ID 


LIB30 93-01 6-01-K1-E7 


Method 


BLASTX 


NCBI GI 


gl737492 


BLAST score 


145 


E value 


1.0e-09 


Match length 


48 


% identity 


60 


NCBI Description 


(U81318) poly (A) -binding protein [Triticum aestivuiti] 


Seq. No. 


38025 


Seq. ID 


LIB3093-016-Q1-K2-H7 


Method 


BLASTX 


NCBI GI 


g2832717 


BLAST score 


207 


E value 


1.0e-16 


Match length 


74 


% identity 


54 


NCBI Description 


(AJ003114) alkaline/neutral invertase [Loliuiti teitiulentum] 


Sea. No 


38026 

«J \J \J Z* \J 


Seq. ID 


LIB3093-017-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g2252847 


BLAST score 


225 


E value 


2.0e-18 


Match length 


72 


% identity 


57 


NCBI Description 


(AF013293) No definition line found [Arabidopsis thaliana 


Seq. No. 


,38027 



5865 



.Seq. ID 

Sethod 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3093-017-Q1-K1-D12 

BLASTX 

g549063 

350 

3.0e-33 

106 
70 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi_1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151_ (D12626) 
21kd polypeptide [Oryza sativa] 



Sea No 


38028 


Seq. ID 


LIB3093-017-Q1-K1-G6 


Method 


BLASTX 


MPDT (IT 


a31 t 58474 


JDLiriO 1 bOOIc 


1 ^4 


Th 1 tra 1 no 

£j ValUc 








*6 iQenT-iuy 




nodi uescripi-ion 


f ETTA £7 1 R 4 ^ armannri n ' 




38099 


Seq. ID 


LIB3093-017-Q1-K1-H10 


Method 


BLASTN 




rr90RR997 


BLAST score 




E value 


y • ue~zz 


L v iai_cn lengrn 


1 / ~i 




ft ^ 


NCBI Description 


biycine max nu\LN/i ior i 




38030 


oeq. iu 


T TR^DQ^ — 01 7-D1 — K1 — R S 

JjIDJU Ul / V-L 1A.-I- 


Method 


BLASTN 


NCBI GI 


g2055227 


rSJ_Lft.oi score 




E value 


i n^— i 9*5 

1 • U6 It j 


Match length 






100 


NCBI Description 


Glycine max mRNA for 


Seq. No. 


38031 


Seq. ID 


LIB3093-017-Q1-K2-A10 


Method 


BLASTN 


NCBI GI 


gl675195 


BLAST score 


65 


E value 


2.0e-28 


Match length 


153 


% identity 


86 


NCBI Description 


Pisum sativum (clone 




complete cds 


Seq. No. 


38032 


Seq. ID 


LIB3093-017-Q1-K2-B12 


Method 


BLASTX 


NCBI GI 


g3122671 



1 [Samanea saman] 



-3) callus protein P23 mRNA, 



5866 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



148 

6.0e-10 
52 <m 

58 

HYPOTHETICAL RAE1-LIKE PROTEIN >gi_212 967 6_pir S71241 

probable export protein - Arabidopsis thaliana >gi_1297188 

(U53501) Theoretical protein with similarity to Swiss-Prot 
Accession Number P41838 poly A+ RNA export protein 

[Arabidopsis thaliana] 





TO AQO 
jOUOj 


oeq. xjj 


t TR^nQ^- ni 7— m — k?— p,6 

LiXDOUyj Ul / \ > J± r\.<c Du 


Metnoa 


rjT 7V OTY 


INwDX ui 




rjJLiiiuo l score 


x :? u 


E value 


2.0e-14 


Match length 


78 


% identity 


0 1 


NCBI Description 


(&yo/ouj srgmyi lkjna synunei-ase LfiraDxaopsxs tnaiiana 




>gi 4oo94zo emo CABotfyDy.x (ALU4yx/xj argxnyx-uKNA 




synrneuase [Araoxaopsxs cnaxxanaj 


Seq. No. 


38034 


oeq. iu 


ijXDOuyo - ux / — yx— c<£ 


Metnoa 


T3T 7\ GTV 

bLAo 1 A 


VfpT3T (IT 




BLAST score 


264 


E value 


3.0e-23 


Match length 


65 


% identity 


78 


NCBI Description 


ATAF2 protein - Arabidopsis thaliana 


Seq. No. 


38035 


Seq. ID 


LIB3093-018-Q1-K1-C9 


Method 


BLASTN 


NCBI GI 


g3320378 


BLAST score 


34 


E value 


1.0e-09 


Match length 


58 


% identity 


90 


NCBI Description 


Medicago sativa putative JUN kinase activation domain 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



binding protein mRNA, complete cds 
38036 

LIB3093-018-Q1-K1-G7 

BLASTN 

gl245452 

75 

3.0e-34 

135 

89 

Medicago 
synthase 



sativa 3-deoxy-D-arabino-heptulosonate 7-phosphate 
(MsDHSl) mRNA, partial cds 



Seq. No. 
Seq. ID 
Method 



38037 

LIB3093-018-Q1-K1-H8 
BLASTN 



5867 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



(D 



g3552012 
77 

3.0e-35 

93 

96 

Glycine max proline-rich protein precursor, mRNA, complete 
cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38038 

LIB3093-018-Q1-K2-B1 

BLASTN 

g3868852 

33 

4.0e-09 

41 

95 

Vigna radiata ARG8 mRNA 
cds 



for GPI-anchored protein, complete 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38039 

LIB3093-018-Q1-K2-C1 

BLASTN 

g967124 

156 

2.0e-82 

288 

90 

Vigna radiata Rwilcz calcium dependent protein kinase 
(CDPK) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



38040 

LIB3093-018-Q1-K2-D5 

BLASTX 

g3021271 

141 

1.0e-08 

118 

30 

(AL022347) serine/threonine kinase - like protein 
[Arabidopsis thaliana] 

38041 

LIB3093-018-Q1-K2-E5 

BLASTX 

gl946373 

159 

8.0e-ll 

63 

51 

(U93215) leader peptidase I isolog [Arabidopsis thaliana] 
38042 

LIB3093-018-Q1-K2-F2 

BLASTX 

g421867 

229 

7..0e-19 



5868 



Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



123 
50 

ubiquitin / ribosomal protein CEP52 - turnip >gi_347064 
(L218 98) ubiquitin/ribosomal protein [Brassica rapa] 
>gi_395079_emb_CAA80863_ (Z24738) ubiquitin/ribosomal 
protein [Brassica rapa] 

38043 

LIB3093-018-Q1-K2-F4 

BLASTX 

g2208908 

467 

7.0e-47 

108 
84 

(AB004809) phosphate transporter [Catharanthus roseus] 
38044 

LIB3093-018-Q1-K2-F6 

BLAST N 

gl370202 

108 

8.0e-54 

259 

87 

L.japonicus mRNA for small GTP-binding protein, RANI A 
38045 

LIB3093-018-Q1-K2-H11 

BLASTX 

g4538913 

188 

1.0e-14 

60 
60 

(AL049482) putative protein [Arabidopsis thaliana] 
38046 

LIB3093-018-Q1-K2-H3 

BLASTX 

g3075488 

139 

1.0e-08 

76 

41 

(AF0587 96) chlorophyll a/b-binding protein [Oryza sativa] 
38047 

LIB3093-019-Q1-K1-A2 

BLASTN 

g495730 

62 

2.0e-26 

90 

92 

Arabidopsis thaliana small Ras-like GTP-binding protein 
(Ran- 2) mRNA, 3' end 



5869 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38048 

LIB3093-019-Q1-K1-A6 

BLASTX 

gl838976 

242 

2.0e-20 

74 

69 

(X73635) vsf-1 [Lycopersicon esculentum] 
38049 

LIB3093-019-Q1-K1-B5 

BLASTX 

g3986691 

333 

3.0e-31 

88 
75 

(AF101421) heat shock protein [Cichorium intybus] 
38050 

LIB3093-019-Q1-K1-C9 

BLASTX 

g2498490 

141 

6.0e-09 

65 

49 

VIRAL INTEGRATION SITE PROTEIN INT-6 >gi_1854579 (L35556) 
Int-6 [Mus musculus] >gi_2114363 (U62962) similar to mouse 
Int-6 [Homo sapiens] >gi_2351382 (U54562) eIF3-p48 [Homo 
sapiens] >gi_2688818 (U85947) Int-6 [Homo sapiens] 
>gi_2695701 (U94175) mammary tumor-associated protein INT6 
[Homo sapiens] >gi_4503521_ref_NP_001559. l_pEIF3S6_ murine 
mammary tumor integration site 6 (oncogene homolog) 

38051 

LIB3093-019-Q1-K1-D11 

BLASTX 

gl21769 

140 

6.0e-09 

74 

42 

GMP SYNTHASE (GLUTAMINE-HYDROLYZING) (GLUTAMINE 

AMI DOTRANS FERASE ) (GMP SYNTHETASE) >gi_68651_pir SYECGU 

GMP synthase (glutamine-hydrolyzing) (EC 6.3.5.2) - 
Escherichia coli >gi_1310841_pdb_lGPM_A Chain A, 
Escherichia Coli Gmp . "Synthetase Complexed With Amp And 
Pyrophosphate >gi_1310842_pdb_lGPMJB Chain B, Escherichia 
Coli Gmp Synthetase Complexed With Amp And Pyrophosphate 
>gi__1310843_pdb_lGPM_C Chain C, Escherichia Coli Gmp 
Synthetase Complexed With Amp And Pyrophosphate 
>gi_1310844_pdb_lGPM_D Chain D, Escherichia Coli Gmp 
Synthetase Complexed With Amp And Pyrophosphate >gi_14 627 6 
(M10101) GMP synthetase [Escherichia coli] >gi_1788854 



5870 



o • 

(AE000337) GMP synthetase (glutamine-hydrolyzing) 
[Escherichia coli] >gi_1805567_dbj_BAA16394_ (D90880) GMP 
synthase (glutamine-hydrolyzing) (EC 6.3.5.2) [Escherichia 
coli] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38052 

LIB3093-019-Q1-K1-D3 

BLASTN 

g609224 

107 

4.0e-53 

248 

90 

P. sativum mRNA for SAMS-2 >gi_609558_gb_L36681_PEADENSYNB 
Pisum sativum S-adenosylmethionine synthase mRNA, complete 
cds 



oeq. JNo. 


o o a ci o 

3oUo3 


Seq. ID 


LIB30 93-01 9-Q1-K1-E10 


Metnod 


BLASTX 


NCBI GI 


g2160185 


BLAST score 


366 


E value 


/ A ^ or 

4 . Oe-35 


ixiar.cn xengrn 


11 O 


% identity 


59 


NCBI Description 


(AC000132) Similar to S. pombe ISP4 (gb_D83992) . 




[Arabidopsis thaliana] 


Seq. No. 


38054 


oeq. id 


LIB3093-019-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3043596 


biiAbi score 


480 


E value 


0 C\cn A Q 

z . ue— 4 o 


Match length 


129 


% identity 


67 


NCBI Description 


(AB011108) KIAA0536 protein [Homo sapiens] 


Seq. No. 


38055 


Seq. ID 


LIB3093-019-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g3426036 


BLAST score 


162 


E value 


3.0e-15 


Match length 


110 


% identity 


46 


NCBI Description 


(AC005168) unknown protein [Arabidopsis thaliana] 


Seq. No. 


38056 


Seq. ID 


LIB3093-019-Q1-K1-G2 


Method 


BLASTN 


NCBI GI 


g984307 


BLAST score 


167 


E value 


5.0e-89 


Match length 


256 


% identity 


93 


NCBI Description 


Glycine max ribosomal protein S16 (rpsl6) gene, part 



5871 




cds, bet a-carboxyltransf erase (accD) , photosystem I 
component (psal) , ORF 202 protein (ORF 203), ORF 151 
protein (ORF 151), ORF 103 protein (ORF 103), ORF 229 
precurso 



Seq, No. 


38057 


Seq. ID 


LIB3093-019-Q1-K1-H2 


Method 


BLASTN 


NCBI ~GI 


g984307 


s BIjAST score 


67 


"E value 1 

x_j v t-x _i_ lx w 


2.0e-29 


M^tph 1 encrth 

liuL\^ll X^llu Oil 


151 


% identity 


90 


NPRT Op^pti nt i on 


Glycine max ribosomal protein SI 6 (rpsl6) gene, partial 




rd^ bpffl-rarboxvlf ransfprasp (acpD) - Dhotosvstem I 




component (psal), ORF 202 protein (ORF 203), ORF 151 




crotein fORF 1511 , ORF 103 orotein (ORF 103) , ORF 229 




precurso 


Spa No 


38058 

U V V U 




LIB3093-019-O1-K2-A10 




RT.A^ITX 

DltfU J. A 


NCRI GI 


al946367 


RT.ZV^T Qpnrp 

□Jjtiij 1 OvUlC 


165 


Hi Vdl LLtS 


o np-1 1 


Match lencrth 


56 


% identitv 


57 


NCBI Description 


(U932151 unknown orotein fArabidoDsis thaliana! 

\ \J ^ *hJ £■+ -X. *J J LX X X J\l X %■/ f V X X V*/ J- W w ^ IlX UX/X\XU KShJ -J*, kj L»liUX J- V#-4. J 


Seq. No, 


38059 


Seq. ID 


LIB3093-019-O1-K2-B9 


Mp't hod 


BLASTX 


NPRT QJ 


a3341695 


BLAST score 


143 


R va 1 hp 


3 0e-10 


Ma +~ i^*K 1 oncff-Vi 


78 


% \ rifint it v 


54 


NCBI Description 


(AC003672) putative thiamin pyrophosphokinase [Arabidopsi 




thai i ana] 


Seq. No. 


38060 


Seq. ID 


LIB3093-019-Q1-K2-D6 




RT.ASTX 


NPRT PT 






9P7 
zo / 


"R va 1 ne 


1 0e-25 


Match length 


i no 


% identity 


50 


NCBI Description 


(AC005313) putative transmembrane protein [Arabidopsis 




thaliana] >gi_4335768_gb_AAD17445_ (AC006284) putative 




integral membrane protein [Arabidopsis thaliana] 


Seq. No. 


38061 


Seq. ID 


LIB3093-019-Q1-K2-E10 


Method 


BLASTX 


NCBI GI 


g2160185 


BLAST score 


163 



5872 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-ll 

72 

43 

(AC000132) Similar to S. pombe ISP4 
[Arabidopsis thaliana] 



(gb_D83992) 



38062 

LIB3093-019-Q1-K2-G9 

BLASTN - 

g347458 

149 

3.0e-78 

224 

92 

Glycine max brassinosteroid-regulated protein mRNA, 
complete cds 

38063 

LIB3093-019-Q1-K2-H9 

BLASTN 

g456713 

211 

1.0e-115 

303 
29 

Glycine max gene for ubiquitin, complete cds 
38064 

LIB3093-022-Q1-K1-A12 

BLASTN 

gl69980 

152 

6.0e-80 

380 

93 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
38065 

LIB3093-022-Q1-K1-A3 

BLASTN 

gl69988 

114 

2.0e-57 

219 

100 

Glycine max NADP-specif ic isocitrate dehydrogenase (idhl) 
mRNA, 3 T end 

38066 

LIB3093-022-Q1-K1-A5 

BLASTX 

gl421730 

290 

2.0e-26 

67 
81 

(U43082) RF2 [Zea mays] 



5873 



Seq. No* 38067 

Seq. ID LIB3093-022-Q1-K1-B11 

Method BLASTX 

NCBI GI g3242659 

BLAST score 194 

E value 7.0e-16 

Match length 90 

% identity 59 _ 

NCBI Description (AB015599) spermidine synthase [Coffea arabica] 

Seq. No. 38068 

Seq. ID LIB3093-022-Q1-K1-D4 

Method BLASTX 

NCBI GI g2462911 

BLAST score 528 

E value 6.0e-54 

Match length 14 6 

% identity 68 

NCBI Description (Z83832) UDP-glucose: sterol glucosyltransf erase [Avena 
sativa] 

Seq. No. 38069 

Seq. ID LIB3093-022-Q1-K1-E10 

Method BLASTX 

NCBI GI g4531444 

BLAST score 370 

E value 2.0e-35 

Match length 96 

% identity 70 

NCBI Description (AC006224) putative protein kinase [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38070 

LIB3093-022-Q1-K1-E8 

BLASTN 

g3341467 

86 

1.0e-40 

190 

86 

Nicotiana tabacum BBF1 gene 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38071 

LIB3093-022-Q1-K1-E9 

BLASTX 

g3650032 

272 

6.0e-24 

60 

70 

(AC005396) gibberellin-regulated protein GASTl-like 
[Arabidopsis thaliana] 



Seq. No. 38072 

Seq. ID LIB3093-023-Q1-K1-A8 

Method BLASTX 

NCBI GI g4263521 - 



5874 





/A 

w 


DhAoi score 


oo4 


E value 


o . ue— oi 


Match length 


89 


■6 identity 


33 


NCBI Description 


(AC004044) putative WD-repeat 
thaliana] 




protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



38073 

LIB3093-023-Q1-K1-B10 

BLASTX 

gl399265 

319 

2.0e-29 

118 

58 

(U31751) calmodulin-domain protein kinase CDPK isoform 9 
[Arabidopsis thaliana] 

38074 

LIB3093-023-Q1-K1-C10 

BLASTX 

g4455335 

527 

7.0e-54 

145 

26 

(AL035525) putative protein [Arabidopsis thaliana] 
38075 

LIB3093-023-Q1-K1-F3 

BLASTN 

g2739003 

129 

3.0e-66 

317 

85 

Glycine max cytochrome P450 monooxygenase CYP82Clp 
(CYP82C1) mRNA, complete cds 

38076 

LIB3093-024-Q1-K1-B1 

BLASTN 

g642169 

39 

1.0e-12 

39 
100 

C.agrestis ITS2 and 28S rRNA gene (partial) 
38077 

LIB3093-024-Q1-K1-B7 

BLASTX 

g4544464 

96 

4.0e-09 

51 

59 



5875 



€1 



NCBI Description (AC006580) putative chloroplast nucleoid DNA binding 
protein [Arabidopsis thaliana] 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq, ID 
Method 
NCBI GI 
BLAST score 
„E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38078 - ' - " * ' ' 

LIB3093-024-Q1-K1-C3 

BLASTX 

g3894193 

331 

6.0e-31 

131 

53 

(AC005662) putative strictosidine synthase [Arabidopsis 
thaliana] 



38079 

LIB3093-024-Q1-K1-F2 

BLASTX 

g2342679 

375 

4.0e-36 

110 

64 

(AC000106) Similar to Vicia sativa ENBP1 
[Arabidopsis thaliana] 

38080 

LIB3093-025-Q1-K1-A11 
BLASTX 



(gb_X95995) 



g3366930 
347 

8.0e-33 

112 

65 

(AF068745) 
tuberosum] 



putative phosphatidylinositol 4-kinase [Solanum 



38081 

LIB3093-025-Q1-K1-C12 

BLASTN 

gll50683 

57 

3.0e-23 

121 

91 

V.radiata atpB, rbcL and trnK genes 
38082 

LIB3093-025-Q1-K1-C2 

BLASTX 

g2764992 

299 

4.0e-27 

95 

61 

(Y08609) plasma membrane polypeptide [Nicotiana tabacum] 



Seq. No. 



38083 



5876 



Seq. ID 

Method 
INCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



LIB3093-025-Q1-K1-D2 

BLASTX 

gll72635 

99 

4.0e-09 

76 
51 

26S PROTEASE REGULATORY SUBUNIT 4 
PROTEIN HOMOLOG 2) >gi 556558_db j 



HOMOLOG (TAT-BINDING 
BAA04615 (D17789) rice 



homologue of Tat binding protein [Oryza sativa] 





J0U04 


Seq. ID 


T.TR^OQ^-O? S-OI -K1 -F1 ? 

iilDJU^J \J£.*J V,/ J. rv J. C .L__. 






NCBI GI 


g4580513 


BLAST score 


182 


Hj Vd._LU.t2 


Q (lo- 1 A 


i/iaucn lengtn 


Qfl 
oU 


% identity 




JNutsi Description 


(AFUoooUU) scarecrow-like 1 


Seq. No. 


38085 


oeq. iu 


T TDQriQQ AOC VI A 

LlboUy J-Uzo-yi-Kl-blU 


J\J[j^\ 4— ^ 

iy_ei_noci 




NCBI GI 


gll70878 


BLAST score 


163 


E value 


1 1 1 

i . ue — n 


Match length 


t>y 


% identity 


51 


JNChsl Description 


MALATE SYNTHASE, GLYOXYSOMAL 




malate synthase [Glycine max 


oeq. iNO * 


joUo O 


q orr Tn 
ocq. jlu 


T T "R ^nCi^-n 0 — "Wl —C A 

lidoujj UiO yj. j\i u^t 


Method 


BLASTX 


NCBI GI 


g2245020 


£5j_lh.oi score 


loo 


E value 


. ue — il 


Match length 


/ / 


% identity 




NCBI Description 


(Z97341) growth regulator hoi 


Seq. No. 


38087 


Seq. ID 


LIB3093-027-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g4468817 


BLAST score 


722 


E value 


1.0e-76 


Match length 


159 


% identity 


44 


NCBI Description 


(AL035601) putative protein 


Seq. No. 


38088 


Seq. ID 


LIB3093-027-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g3646320 


BLAST score 


144 



[Arabidopsis thaliana] 



5877 



F. V3 1 IIP 


6. Oe-09 


Mai- rh 1 pnath 


35 


£• -I H oti +■ -i "h \7 
Xi 1UCUL x i_y 


86 


riV/DX UCOUi. It L. J. un 


(AJ000759) MADS-box protein [Malus domestical 




38089 


lj C *^ • -L U 


LIB3093-027-Q1-K1-H10 






NCB1 GI 


g4455278 


BLAST score 


312 


IL value 


9. Oe-29 


M^"t~r , l"i 1 print" 1"! 


89 


x> xLitiiJ. t-x l.^ 


65 


NPRT Dp^pti nt l on 

L\ V-* U X L/^OLXX u± vll 


(AL035527) hypothetical protein [Arabidopsis thaliana] 


*_> c; ^ • ln u • 


38090 


Sea ID 


LIB3093-028-Q1-K1-A2 


Mpt hi nH 


BLASTX 


NCBI GI 




DXJXiO X Ol"UIC 


202 


ej vdiue 


£ np-1 6 


i v icixoii xeiiyt-ii 




% identity 


52 


NCBI Description 


60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN 


>gi 100065_pir S19978 ribosomal protein L9 - garden pe; 




>ai — 20727 emb CAA46273 (X65155) GA F Pi sum sativum] 




>rr-i — 1 97QfiTs pmh PAAtf-iSQRV (X97 322} ribosomal orotein L9 




TPl <*I1TTT1 <?^l"f~"i Trnml 

L L XO LLLU O d < L V LULL J 




JUU^l 


Spa ID 


LIB3093-028-Q1-K1-E6 


Mcs 4— 1»% *-\ W 




IN v^XJ X \J J- 


a4371282 


BLAST score 


161 


E value 


5.0e-ll 




68 


2- -1 H prt t~ i t" v 


57 


MpRT npcipri Y~ii~ i on 


(AC006260) putative 60S ribosomal protein L12 [Arabidop 




■h"h a "1 -1 ana 1 

1_11CL J L Ct.ll CI J 


Qorf "NTr\ 

oet-j • in U » 




Seq* ID 


LIB3093-028-Q1-K1-F1 


Mpfh oH 

L1C L11UU 


BLASTX 


INV^D J_ ul 


a2959767 


Dlinu 1 O^UIC 


162 


E value 


2.0e-ll 


Match length 


85 


5- ■? Han't* i *t*\7 


*± 


LNOJjx UcSCliptlOIl 


( A.iOdJ^&A \ A1-MRP4 rAr^bi Hnnqi q thalianal >ai 3738292 

^ r\U UU/i JU4 / rTt L. L1I\ IT ** L**-*- CtUXVJ.^J^'O X, O i--J.iCi-i-J_a.iia. j ^vj-u *j i ^ 




fAfnnR^nQ^ rrl nf^i-hinnp-rnniuaafce transporter AtMRP4 

^irlo UU J JU J / UXLLL.ClL.ilJ- Wilts V— > VJ1 1 _j Liy d. l_- C t»x aiiojJUJ. i— ex Jn 




f AT-aV^T rloTi^ i q fhs 1 i sna 1 

{_ JriX uJJXU.Uk/0 X O L-llCt x x ana. J 


Seq. No. 


38093 


Seq. ID 


LIB3093-028-Q1-K1-F12 


Method 


BLASTX 


NCBI GI 


g3549679 


BLAST score 


101 



5878 



E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



4.0e-09 

66 

50 

(AL031394) 



putative protein [Arabidops-is thaliana] 



38094 

LIB3093-029-Q1-K1-D8 

BLASTX 

g3334150 

225 

1.0e-18 

110 

54 

MAGNES IUM-CHELATASE SUBUNIT CHLI PRECURSOR 

(MG-PROTOPORPHYRIN IX CHELATASE) >gi_2129847_pir JC4312 

chlorophyll magnesium chelatase (EC 4.99.-.-) - soybean 
chloroplast >gi_1732469_dbj_BAA08291_ (D45857) Mg chelatase 
subunit (46 kD) [Glycine max] 



Seq. No. 




Seq. ID 


jjibouyo— uzy— y±-.t\i— Hjiu 


Method 


DT TV QT\I 


NCBI GI 


,— 1 OH £ A 

glo / o4 


BLAST score 


62 


E value 


2.0e-26 


Match length 


i no 


% identity 


yu 


NCBI Description 


G.max texbl gene lor eionganon iactor hjt id 


Seq. No. 


38096 


Seq. ID 


LIB30 93-02 9-Ql-Kl-Ey 


Method 


T2T 7\ CTY 




yifi JOOOi 


BLAST score 


129 


E value 


3.0e-14 


Match length 


97 


% identity 


47 


NCBI Description 


(AJ224336) MAP kinase [Medicago sativa] 


Seq. No. 


38097 


Seq. ID 


LIB3093-029-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g3860325 


BLAST score 


186 


E value 


5.0e-14 


Match length 


63 


% identity 


57 


NCBI Description 


(AJ012689) ribonuclease T2 [Cicer arietinum] 


Seq. No. 


38098 


Seq. ID 


LIB3093-029-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl!73103 


BLAST score 


170 


E value 


3.0e-12 


Match length 


55 


% identity 


58 



5879 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



RIBONUCLEASE 1 PRECURSOR >gi_5 61998 (U05206) ribonuclease 
[Arabidopsis thaliana] >gi_3461823 (AC004138) ribonuclease, 
RNS1 [Arabidopsis thaliana] 

38099 

LIB3093-029-Q1-K1-H10 

BLASTX 

g2213594 

268 

1.0e-23 

117 

41 

(AC000348) T7N9.14 [Arabidopsis thaliana] 



38100 

LIB3093-030-Q1-K1-A7 

BLASTX 

g417148 

143 

4.0e-09 

80 

44 

PROBABLE GLUTATHIONE 
(G2-4) >gi_99912_pir 



S-TRANSFERASE (HEAT SHOCK PROTEIN 
A33654 heat shock protein 26A - 



26A) 



soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 
38101 

LIB3093-030-Q1-K1-B4 

BLASTX 

gl857447 

172 

2.0e-12 

87 
43 

(U82367) UDP-glucose glucosyltransf erase [Solanum 
tuberosum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38102 

LIB3093-030-Q1-K1-C12 

BLASTX 

g4138608 

175 

4.0e-13 

59 

64 

(AJ0104 55) glutathione peroxidase 



[Triticum aestivum] 



38103 

LIB3093-030-Q1-K1-C5 

BLASTX 

g3176965 

270 

1.0e-23 

104 
57 

(AF067967) pyrroline-5-carboxylate synthetase 
[Mesembryanthemum crystallihum] 



5880 



beq. "0. 


JOlul 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g3445416 


BLAST score 


OUU 


E value 


x . ue — ou 


Match length 


lol 


% identity 


DO 


NCBI Description 


^ 111134 J UEj£\U JJUa 


beq. wo. 


O O -L \J*J 


Seq. ID 


LiDjuyo UJl yi IV-L 


Method 




NCBI GI 


gl931642 


BLAST score 


167 


E value 


l . ue— n 


Match length 


lu^ 


% identity 


39 


NCBI Description 


(uysy/oj oer/ inr 




thaliana] 


Seq. No. 


38106 


Seq. ID 


LIB3093-031-Q1-K1 


Method 


BLASTX 


NCBI GI 


gl69363 


BLAST score 


255 


E value 


4.0e-22 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



80 
64 

(M75856) 



PVPR3 [Phaseolus vulgaris] 



38107 

LIB3093-031-Q1-K1-A5 

BLASTN 

g2293111 

105 

7.0e-52 

192 

90 

V.faba mRNA for potassium channel 
38108 

LIB3093-031-Q1-K1-B7 

BLASTX 

g4239845 

208 

8.0e-17 

85 

51 

(AB015855) transcription factor TEIL [Nicotiana tabacum] 
38109 

LIB3093-031-Q1-K1-C11 

BLASTX 

g3947719 

191 



5881 



E value 
Match length 
% identity 
NCBI Description 



2.0e-14 

65 

68 

(AJ012653) ribosomal protein S28 [Prunus persica] 
>gi 3947721_emb_CAA10102_ (AJ012654) ribosomal protein S28 
[Prunus persica] >gi_3947723_erab_CAA10103_ (AJ012655) 
ribosomal protein S28 [Prunus persica] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38110 

LIB3093-031-Q1-K1-C2 

BLASTX 

g4191785 

249 

2.0e-21 

86 

58 

(AC005917) putative hydrolase [Arabidopsis thaliana] 
38111 

LIB3093-031-Q1-K1-C3 

BLASTX 

g400578 

153 

5.0e-10 

61 
49 

NADH-UBIQUINONE OXIDOREDUCTASE 18 KD SUBUNIT PRECURSOR 
{ COMPLEX 1-18 KD) (CI-18 KD) (COMPLEX I-AQDQ) (CI-AQDQ) 

>gi_346531_pir S28240 NADH dehydrogenase (ubiquinone) (EC 

1.6.5.3) chain CI-18 (IP) - bovine >gi_226_emb_CAA44900_ 
(X63215) NADH dehydrogenase [Bos taurus] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38112 

LIB3093-031-Q1-K1-C5 

BLASTX 

g3309084 

142 

4.0e-09 

51 
63 

(AF076252) calcineurin B-like protein 2 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



38113 

LIB3093-031-Q1-K1-D3 

BLASTN 

gll96896 

118 

1.0e-59 

232 

89 

Glycine max acidic ribosomal protein P0 mRNA, complete cds 
38114 

LIB3093-031-Q1-K1-D4 

BLASTN 

g3243255 



5882 





BLAST score 


74 




E value 


2.0e-33 




l v lClL.L^il lcliyL.ll 


146 




IS xuciiLX i_y 


88 




JNCdX JJcSGX Xp LXLm 


vi ana nnrniiculata DhosDhoribosvlpyrophosphate 




ami do transferase (purl) mRNA, complete cds 




Q ^ rf Mo 
oeq • LNU . 


38115 




Seq. ID 


LIB3093-031-Q1-K1-D8 










NCBI GI 


g2213783 




BLAST score 


278 




IT 1 rral no 
£j Value 


1 . 0e-24 




M-a 4" on 1 on rri~ n 
rlciLwii j-tsiiy un 


80 




"6 XCj.CilL.XLy 


72 




KIPRT DpsrriDtion 


(U89256) Pti5 [Lycopersicon esculentum] 






38116 


L..J 


Seq. ID 


LIB3093-031-Q1-K1-D9 




1 V 1C L.UUU 


BLASTN 




1NUD1 ^X 


a2218151 


■'tl 


BLAST score 


200 




E value 


1.0e-108 




L v ia L oil _1_ts11yL.11 


296 




■6 XCLcIiUXLy 


92 




inujjX jjescx xp lxijii 


Vigna unguiculata type Ilia membrane protein cp-wapl 






pottitjI cds 




O /-\ /-t XT/% 

oeq. iNO. 


yj O X J- / 




Qprr TD 


LIB3093-031-Q1-K1-E7 




MeTznoQ 


RT.A^TX 


■»5= 


NCBI GI 


g2853219 


Q 


BLAST score 


399 




E value 


6 Oe-39 


"r! 


L v lclXCil Xcllvj LI1 


102 




% xQeirciuy 


69 




UCOOliy L.1U11 


(AJ000923) glutathione transferase [Carica papaya] 






38118 




Seq. ID 


LIB3093-031-Q1-K1-F3 






RT.ASTX 

Duno 1 £\ 




NCBI GI 


gll74162 




BLAST score 


357 




E value 


5.0e-34 




Match length 


67 




% identity 


94 




NCBI Description 


(U44976) ubiquit in-conjugating enzyme [Arabidopsis 



thaliana] >gi_3746915 (AF091106) E2 
ubiquitin-conjugating-like enzyme [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



38119 

LIB3093-031-Q1-K1-H10 

BLASTX 

g3695408 

143 

7.0e-09 

80 



5883 



% identity 41 

NCBI Description (AF096373) contains similarity to Solanum lycopersxcum 
(tomato) wound-induced protein (GB:X59882) [Arabidopsis 
thaliana] >gi_4538956_emb_CAB39780 . 1_ (AL049488) probable 
wound-induced protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38120 

LIB3093-031-Q1-K1-H8 

BLASTX 

g2809244 

198 

2.0e-15 

60 
65 

(AC002560) F21B7.13 [Arabidopsis thaliana] 
38121 

LIB3093-032-Q1-K1-C10 

BLASTN 

gl8731 

302 

1.0e-169 

455 

98 

Soybean RPB1-B1 gene for the largest subunit of RNA 
polymerase II (EC 2.7.7.6) 

38122 

LIB3093-032-Q1-K1-E4 

BLASTX 

g4545262 

165 

2.0e-ll 

42 

69 

(AF118230) metallothionein-like protein [Gossypium 
hirsutum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38123 

LIB3093-032-Q1-K1-E6 

BLASTN 

g2654093 

147 

5.0e-77 

323 

86 

Glycine max aspartate aminotransferase glyoxysomal isozyme 
AAT1 precursor and aspartate aminotransferase cytosolic 
isozyme AAT2 (AAT) mRNA, complete cds 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



38124 

LIB3093-032-Q1-K1-F3 

BLASTX 

gl586940 

176 

1.0e-12 
84 



5884 



% identity 44 

NCBI Description Ser/Thr kinase [Lycopersicon esculentum] 



Seq. No. 


38125 


Seq. ID 


LIB3093-032-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


gl488521 


BLAST score 


156 


E value, 


1.0e-10 


Match length 


93 


% identity 


43 


NCBI Description 


(X99938) RNA helicase 


Seq. No. 


38126 


Seq. ID 


LIB3093-032-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g2827143 


BLAST score 


157 


E value 


1.0e-10 


Match length 


100 


% identity 


41 


NCBI DescriDtion 


(AF027174) cellulose i 




[Arabidopsis thaliana 


Seq. No. 


38127 


Seq. ID 


LIB3093-033-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


g3548802 


BLAST score 


313 


E value 


5.0e-29 


Match length 


101 



% identity 

NCBI Description 



57 

(AC005313) axi 1-like protein [Arabidopsis thaliana] 
>gi_43357 69_gb^AAD17446_ (AC006284) putative axil protein 
[Nicotiana tabacum] [Arabidopsis thaliana] 



Seq. No. 


38128 


Seq. ID 


LIB3093-033-Q1-K1-A6 


Method 


BLASTX 


NCBI GI 


g2827992 


BLAST score 


149 


E value 


6.0e-10 


Match length 


41 


% identity 


71 


NCBI Description 


(AF034743) UDP-glucuronosyltransf erase [Pisum sativum] 


Seq. No. 


38129 


Seq. ID 


LIB3093-033-Q1-K1-B7 


Method 


BLASTX 


NCBI GI 


gl711512 


BLAST score 


438 


E value 


2.0e-43 


Match length 


94 


% identity 


93 


NCBI Description 


SIGNAL RECOGNITION PARTICLE 54 KD PROTEIN 2 (SRP54) 


>gi 1076577 pir S51598 signal recognition particle 54K 




protein - tomato (cv. UC82-B) >gi_556902_emb_CAA84288_ 



5885 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 



(Z34527) 54-kD signal recognition particle (SRP) specific 
protein [Lycopersicon esculentum] 

38130 

LIB3093-033-Q1-K1-C2 

BLASTX 

g3249084 

330 

7.0e-31 

110 

21 

(AC004473) Similar to red-1 (related to thioredoxin) gene 
gb_X92750 from Mus musculus. ESTs gb_AA712687 and 
gb_Z37223 come from this gene [Arabidopsis thaliana] 



C rr Mrs 
OCtj. IN vj • 


38131 




T.TR^ncn-rn^-oi -ki -c? 

J_l J_ O O VJ Z> -J U J J -L I\-L Vw'O 


Method 


JDttfiO 1 A 






jd.ub.oi score 




E value 


i . ue z o 




79 


^ identity 


77 


NPRT npQpri r>f ion 


(AJ007574) amino acid carrier [Ricinus communis] 


Seq. No. 


38132 


Seq. ID 


LIB3093-033-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


g3334662 


BLAST score 


385 


E value 


0.0e+00 


Match length 


393 


% identity 


100 


NCBI Description 


G.max mRNA for putative cytochrome P450, clone CP4 


Seq. No. 


38133 


Seq. ID 


LIB3093-033-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g3851636 


BLAST score 


241 


E value 


2.0e-20 


Match length 


76 


% identity 


67 


NCBI Description 


(AF098519) unknown [Avicennia marina] >gi_4128206 



(AF056316) 40S ribosome protein S7 [Avicennia marina] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38134 

LIB3093-033-Q1-K1-G5 

BLASTX 

g2267567 , 

395 

2.0e-38 

87 

85 

(AF009003) 
x hortorum 
protein 2 



glycine-rich RNA binding protein 1 [Pelargonium 
] >gi_2267569 (AF009004) glycine-rich RNA binding 
[Pelargonium x hortorum] 



5886 



Seq. No* 

Seq. ID A , 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38135 

LIB3093-034-Q1-K1-C10 

BLASTX 

g4559339 

267 

4.0e-24 

88 
67 

(AC007087) 
thaliana] 



putative ATP-dependent RNA helicase [Arabidopsis 



38136 

LIB3093-034-Q1-K1-F1 

BLASTN 

g2739005 

74 

2.0e-33 

166 

86 

Glycine max cytochrome P450 monooxygenase CYP93Clp 
(CYP93C1) mRNA, complete cds 



Seq. No. 
Seq. ID 



38137 

LIB3093-034-Q1-K1-F10 

BLASTN 

g4567090 

38 

5.0e-12 
106 

Glycine max SNF-l-like serine/threonine protein kinase 
mRNA, complete cds 

38138 

LIB3093-034-Q1-K1-F12 

BLASTN 

g4567090 

167 

4.0e-89 

276 

89 

Glycine max SNF-l-like serine/threonine protein kinase 
mRNA, complete cds 

38139 

LIB3093-035-Q1-K1-C4 

BLASTX 

gl854443 

257 

6.0e-23 

119 
55 

(D83970) CPRD8 protein [Vigna unguiculata] 
38140 

LIB3093-035-Q1-K1-C7 



5887 



# 



Method 

NCBI GI 

BLAST score 

"E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTN 

g2502086 

155 

8.0e-82 

314 
90 

Vigna radiata adenosine triphosphatase mRNA, complete cds 
38141 

LIB3093-035-Q1-K1-E10 

BLASTX 

g2959767 

442 

5.0e-44 

125 

36 

(AJ002584) AtMRP4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glutathione-conjugate transporter At MRP 4 
[Arabidopsis thaliana] 

38142 

LIB3093-035-Q1-K1-E4 

BLASTX 

gl34646 

214 

2.0e-17 

82 

56 

SUPEROXIDE DISMUTASE, CHLOROPLAST PRECURSOR (FE) >gi_169955 
(M64267) Fe-superoxide dismutase [Glycine max] 

>gi 228415__prf 1803527A Fe superoxide dismutase [Glycine 

max] 



Seq. No. 
Seq. ID 
Method 
. NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 



38143 

LIB3093-035-Q1-K1-E5 

BLASTN 

g382178Cf 

36 

1.0e-10 

36 

100 

Xenopus laevis cDNA clone 27A6-1 
38144 

LIB3093-035-Q1-K1-F5 

BLASTX 

g2262105 

339 

3.0e-32 

78 

78 

(AC002343) unknown protein [Arabidopsis thaliana] 
38145 

LIB3093-035-Q1-K1-G2 

BLASTX 

gl742961 



5888 




151 

6.0e-ll 

105 
42 

(X94756) cystathionine gamma -synthase [Arabidopsis 
thaliana] 

38146 

LIB3093-035-Q1-K1-G5 

BLASTX 

g4454039 

119 

1.0e-12 

90 
52 

(AL035394) putative Na+/H+- exchanging protein [Arabidopsis 
thaliana] 



Seq. No, 38147 

Seq. ID LIB3093-035-Q1-K1-G6 

Method BLASTX 

NCBI GI g2511541 

BLAST score 281 

E value 3.0e-25 

Match length 75 

% identity 76 , 
NCBI Description (AF0207 87) DNA-binding protein GBP16 [Oryza sativa] 

Seq. No. 38148 

Seq. ID LIB3093-035-Q1-K1-H11 

Method BLASTX 

NCBI GI g2462828 

BLAST score 567 

E value 2.0e-58 

Match length 148 

% identity 70 . . 

NCBI Description (AF000657) hypothetical protein [Arabidopsis thaliana] 

Seq. No. 38149 

Seq. ID LIB3093-036-Q1-K1-C5 

Method BLASTX 

NCBI GI g857395 

BLAST score 306 

E value 5.0e-28 

Match length 126 

% identity 59 

NCBI Description (D50869) mitotic cyclin a2-type [Glycine max] 



38150 

LIB3093-036-Q1-K1-D9 

BLASTX 

gll70746 

218 

8.0e-18 

86 

58 

DESICCATION PROTECTANT PROTEIN LEA14 HOMOLOG >gi_472850 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5889 




(U08108) putative desiccation protectant protein, homolog 
of Leal4, GenBank Accession Number M88321 [Glycine max] 



Seq. No. 38151 

Seq. ID LIB3093-036-Q1-K1-E3 

Method BLASTX 

NCBI GI g2129738 

BLAST score 231 

E value 3.0e-19 _ „• . 

Match length 83 
% identity 63 

NCBI Description shaggy-like kinase dzeta - Arabidopsis thaliana 

>gi 1225913 emb CAA64408_ (X94 938) shaggy-like kinase dzeta 
[Arlbidopsil thaliana] >gi_1669653_emb_CAA70483_ (Y09300) 
serine/threonine kinase [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38152 

LIB3093-036-Q1-K1-G2 

BLASTX 

g2914700 

213 

4.0e-17 

80 
55 

(AC003974] 
thaliana] 



tRNA-processing protein SEN3-like [Arabidopsis 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
-Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 



38153 

LIB3093-036-Q1-K1-G5 

BLASTN 

gl69980 

220 

1.0e-120 

308 

93 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
38154 

LIB3093-036-Q1-K1-H11 

BLASTX 

g462195 

110 

1.0e-08 

74 

54 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi 100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190__ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 

38155 

LIB3093-037-Q1-K1-C3 

BLASTN 

g2055227 

144 

3.0e-75 



5890 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
.NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



© 

255 
97 

Glycine max mRNA for SRC1, complete cds 
38156 

LIB3093-037-Q1-K1-C6 

BLASTX 

g462187 

207 

4.0e-25 

107 

72 

SERINE HYDROXYMETHYLTRANSFERASE , MITOCHONDRIAL PRECURSOR 
(SERINE METHYLASE) (GLYCINE HYDROXYMETHYLTRANSFERASE) 
(SHMT) >gi_282928_pir A42906 serine 

hydroxymethyltransferase - garden pea >gi_169158 (M87649) 
serine hydroxymethyltransferase [Pisum sativum] 

38157 

LIB3093-037-Q1-K1-E12 

BLASTN 

g20724 

36 

9.0e-ll 

80 

86 

P. sativum GA mRNA (clone A) 
38158 

LIB3093-037-Q1-K1-F9 

BLASTX 

g2660670 

560 

9.0e-58 

139 

76 

(AC002342) putative Cu2+-transporting ATPase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



38159 

LIB3093-037-Q1-K1-G10 

BLASTX 

gl707032 

233 

1.0e-19 

110 

30 

(U80445) coded for by C. elegans cDNA yk!3g5.3; coded for 
by C. elegans cDNA yk21g6.3; coded for by C. elegans cDNA 
CEMSE18F; coded for by C. elegans cDNA ykl26bl.3; coded for 
by C. elegans cDNA yk65h8.3; coded for by C. elegans cDNA 
yk65h8 

38160 

LIB3093-037-Q1-K1-G4 

BLASTX 

g4510370 



5891 



# 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



239 

4.0e-20 

73 
68 

(AC007017) 



unknown protein [Arabidopsis thaliana] 



38161 

LIB3093-037-Q1-K1-H7 

BLASTN 

gl69980 

326 

0.0e+00 

391 

97 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
38162 

LIB3093-038-Q1-K1-A5 

BLASTN 

g456713 

244 

1.0e-135 

332 

27 

Glycine max gene for ubiquitin, complete cds 



38163 

LIB3093-038-Q1-K1-C4 

BLASTX 

gl711618 

147 

7.0e-19 

104 

63 

LOW AFFINITY SULPHATE TRANSPORTER 
low affinity sulphate transporter 
>gi_607188_emb_CAA57831_ (X82454) 
transporter [Stylosanthes hamata] 



3 >gi_1085993_pir S51765 

- Stylosanthes hamata 
low affinity sulphate 



Seq. No. 


38164 - 


Seq. ID 


LIB3093-038-Q1-K1-D10 


Method 


BLASTN 


NCBI GI 


gl69980 


BLAST score 


330 


E value 


0.0e+00 


Match length 


386 


% identity 


96 


NCBI Description 


Soybean heat-shock protein 


Seq. No. 


38165 


Seq. ID 


LIB3093-038-Q1-K1-D11 


Method 


BLASTX 


NCBI GI 


g2497543 


BLAST score 


141 


E value 


1.0e-08 


Match length 


48 


% identity 


54 



5892 



NCBI Description PYRUVATE KINASE, CYTOSOLIC ISOZYME >gi_542061_pir_S41379 
pyruvate kinase - common tobacco >gi_44 4023_emb_CAA82628_ 
(Z29492) pyruvate kinase [Nicotiana tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38166 

LIB3093-038-Q1-K1-D7 

BLASTX 

g3287679 

512 

4.0e-52 

125 

78 

(AC003979) T22J18.6 [Arabidopsis thaliana] 



Seq. No. 38167 

Seq. ID LIB3093-038-Q1-K1-E7 

Method BLASTN 

NCBI GI g303900 

BLAST score 158 

E value 1.0e-83 

Match length 28 9 

% identity 29 

NCBI Description Soybean gene for ubiquitin, complete cds 

Seq. No. 38168 

Seq. ID LIB3093-038-Q1-K1-F10 

Method BLASTX 

NCBI GI g2465923 

BLAST score 296 

E value 9.0e-27 

Match length 140 

% identity 46 _ 

NCBI Description (AF024648) receptor-like serine/threonine kinase 
[Arabidopsis thaliana] 

38169 

LIB3093-038-Q1-K1-F12 
BLASTX 
gll68329 
321 

6.0e-32 
133 
55 

ACTIN-LIKE PROTEIN 3 (ACTIN-LIKE PROTEIN 66B) (ACTIN-2) 
>gi_558568_emb_CAA50674_ (X71789) actin related protein 

[Drosophila melanogaster] >gi_1096138_prf 2111232A 

actin-related protein [Drosophila melanogaster] 

Seq. No. 38170 

Seq. ID LIB3093-038-Q1-K1-F7 

Method BLASTX 

NCBI GI g2832304 

BLAST score 299 

E value 3.0e-27 

Match length 98 

% identity 58 

NCBI Description (AF044489) receptor-like protein kinase [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5893 



Seq. No. 38171 

Seq. ID LIB3093-039-Q1-K1-A11 

Method BLASTN 

NCBI GI g4506742 

BLAST score 42 

E value 2.0e-14 

Match length 58 

% identity 93 

NCBI Description Homo sapiens ribosomal protein S8 (RPS8) mRNA 
38172 

LIB3093-039-Q1-K1-A4 
BLASTX 
gl061040 
202 

4.0e-16 
83 
53 

(X89867) sterol-C-methyltransf erase [Arabidopsis thaliana] 

>gi_1587694_prf 2207220A sterol C-methyltransf erase 

[Arabidopsis thaliana] 

Seq. No. 38173 

Seq. ID LIB3093-039-Q1-K1-A6 

Method BLASTN 

NCBI GI gl8764 

BLAST score 126 

E value 1.0e-64 

Match length 202 

% identity 92 

NCBI Description G.max tefSl gene for elongation factor EF-la 

Seq. No. 38174 

Seq. ID LIB3093-039-Q1-K1-E11 

Method BLASTX 

NCBI GI g2707334 

BLAST score 164 

E value 2.0e-ll 

Match length 56 

% identity 62 

NCBI Description (AF037368) putative ethylene receptor; Cm-ERSl [Cucumis 
melo] 

Seq. No. 38175 

Seq. ID LIB3093-039-Q1-K1-E12 

Method BLASTN 

NCBI GI g3821780 

BLAST score 36 

E value 8.0e-ll 

Match length 36 

% identity 100 

NCBI Description Xenopus laevis cDNA clone 27A6-1 

Seq. No. 38176 

Seq. ID LIB3093-040-Q1-K1-A11 

Method BLASTX 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



5894 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4185129 
143 

7.0e-09 

66 
53 

(AC005724) unknown protein [Arabidopsis thaliana] 
>gi_4218012 (AC006135) unknown protein [Arabidopsis 
thaliana] 



oeq. vio • 


77 

J O -L I f 


oeq* iu 


T TR^DQ^-fUO-Ol -Kl-BlO 

JjiD JU ? J U T U Sc "J- U ±KJ 


Method 


£j J_i.rt.O J. /\ 




a4539383 


nhAoi score 




E value 


Z • Uc J O 


Match length 


94 


% identity 


67 


NLbi uescripmon 


f zxt n "3 R £ ^ nnf si - ! vp r>rnf pin ( f racmierit 1 




tnaiidna j 


beg. ino. 


JOl / o 


Seq. ID 


t Tia^ri q ^— n— rn — ffi — pi n 


Method 


EiliAb 1 A 


M^n t PT 

NLBI bl 


y^4 0 0 0 / Z 0 


BLAST score 


1 / u 


E value 


2.0e-12 


Match length 


59 


% identity 




NCBI Description 


(ACUUb4-LJ/ pui-dLlve gj.j_±~XXJtc piuLtixii 




thaliana] 


Seq. No. 


jol / y 


Seq. ID 


LiDjuyj Uftu yi to 


Metnoa 


OJ_if\0 1 A 


XT T"» T /~* T 

NCBI GI 


guy / o / / 


BLAST score 


271 


E value 


8,0e-24 


Match length 




% identity 


A 1 
4 / 


NCBI Description 


[2\yoZ I I ) serpm [norueuiu vu±gdi.ej 


Seq. No. 


oqi on 


Seq. ID 




Method 


BLASTX 


NCBI GI 


g2880048 


BLAST score 


507 


E value 


2.0e-51 


Match length 


113 


% identity 


82 


NCBI Description 


(AC002340) unknown protein [Arabidops 


Seq. No. 


38181 


Seq. ID 


LIB3093-040-Q1-K1-E12 


Method 


BLASTX 


NCBI GI 


g2832643 


BLAST score 


460 


E value 


5.0e-46 



[Arabidopsis 



5895 



Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



118 
81 

(AL021710) hypothetical protein [Arabidopsis thaliana] 
38182 

LIB3093-040-Q1-K1-F2 

BLASTX 

g3096947 

155 

3.0e-10 

66 
47 

(Y16327) putative cyclic nucleotide-regulated ion channel 
[Arabidopsis thaliana] 



Seq, No. 38183 

Seq. ID LIB3093-041-Q1-K1-B12 

Method BLASTN 

NCBI GI g2739005 

BLAST score 88 

E value 6.0e-42 

Match length 17 6 

% identity 86 

NCBI Description Glycine max cytochrome P450 monooxygenase CYP93Clp 
(CYP93C1) mRNA, complete cds 

Seq. No. 38184 

Seq. ID LIB3093-041-Q1-K1-C6 

Method BLASTX 

NCBI GI g2160161 

BLAST score 4 61 

E value 3.0e-46 

Match length 129 

% identity 13 

NCBI Description (AC000132) F21M12.7 gene product [Arabidopsis thaliana] 
Seq. No. 38185 

Seq. ID LIB3093-041-Q1-K1-F12 

Method BLASTX 

NCBI GI g399046 

BLAST score 157 

E value 1.0e-10 

Match length 57 

% identity 56 

NCBI Description ADENINE PHO S P HORI BOS YLT RAN SFE RASE 1 (APRT) 

>gi__99657_pir S20867 adenine phosphoribosyltransf erase (EC 

2.472.7) - Arabidopsis thaliana >gi_16164_emb_CAA41497_ 
(X58640) adenine phosphoribosyltransf erase [Arabidopsis 
thaliana] >gi_433050 (L19637) adenine 
phosphoribosyltransferase [Arabidopsis thaliana] 
>gi_3935182 (AC004557) F17L21.25 [Arabidopsis thaliana] 



Seq. No. 38186 

Seq. ID LIB3093-041-Q1-K1-F8 

Method BLASTN 

NCBI GI gl041244 

BLAST score 41 



5896 




E value 9.0e-14 

Match length 53 

% identity 94 

NCBI Description A.glutinosa mRNA for enolase 



Seq. No. 38187 

Seq. ID LIB3Q93-041-Q1-K1-G7 

Method BLASTX 

NCBI GI g3850999 

BLAST score 302 

E value 2.0e-27 

Match length 72 

% identity 83 , , 

NCBI Description (AF069908) pyruvate dehydrogenase El beta subunit iso 
[Zea mays] 



Seq. No. 38188 

Seq. ID LIB3093-041-Q1-K1-H5 

Method BLASTX 

NCBI GI g3618320 

BLAST score 159 

E value 9.0e-ll 

Match length 98 

% identity 40 

NCBI Description (AB001888) zinc finger protein [Oryza sativa] 

Seq. No. 38189 

Seq. ID LIB3093-042-Q1-K1-A11 

Method BLASTX 

NCBI GI g4558556 

BLAST score 444 

E value 3.0e-44 

Match length 116 

% identity 69 

NCBI Description (AC007138) predicted protein of unknown function 
[Arabidopsis thaliana] 

Seq. No. 38190 

Seq. ID LIB30a3-042-Ql-Kl-A9 

Method BLASTN 

NCBI GI g2905777 

BLAST score 34 

E value 1.0e-09 

Match length 90 

% identity 84 

NCBI Description Glycine max ribosomal protein L41 mRNA, partial cds 

Seq. No. 38191 

Seq. ID LIB3093-042-Q1-K1-B11 

Method BLASTX 

NCBI GI g4406819 

BLAST score 451 

E value 7.0e-45 

Match length 152 

% identity 59 

NCBI Description (AC006201) unknown protein [Arabidopsis thaliana] 



5897 



Seq. No. 38192 

Seq. ID LIB3093-042-Q1-K1-C12 

Method BLASTX 

NCBI GI gl694621 

BLAST score 153 

E value 5.0e-10 

Match length 62 

% identity 53 

NCBI Description (D70895) 3-ketoacyl-CoA thiolase [Cucurbita sp.] 

Seq. No. 38193 

Seq. ID LIB3093-042-Q1-K1-D5 

Method BLASTX 

NCBI GI g3309243 

BLAST score 153 

E value 5.0e-10 

Match length 68 

% identity 57 

NCBI Description (AF073507) aconitase-iron regulated protein 1 [Cxtrus 
limon] 

Seq. No. 38194 

Seq. ID LIB3093-042-Q1-K1-F4 

Method BLASTX 

: NCBI GI g2 6968 04 

BLAST score 225 

E value 1.0e-18 

Match length 65 

% identity 71 

NCBI Description (AB009665) water channel protein [Oryza sativa] 

Seq. No. 38195 

Seq. ID LIB3093-042-Q1-K1-G10 

Method BLASTX 

NCBI GI g4092774 

BLAST score 157 

E value 2.0e-10 

Match length 157 

% identity 32 

NCBI Description (AF105140) disease resistance gene homolog 9N [Brassica 
napus] 

Seq. No. 38196 

Seq. ID LIB3093-042-Q1-K1-G7 

Method BLASTN 

NCBI GI gl946337 

BLAST score 161 

E value 2.0e-85 

Match length 351 

% identity 87 

NCBI Description Glycine max alternative oxidase (Aox3) mRNA, nuclear gene 
encoding mitochondrial protein, complete cds 

Seq. No. 38197 

Seq. ID LIB3093-042-Q1-K1-H11 

Method BLASTX 

NCBI GI g4539394 



5898 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



164 

3.0e-ll 

111 

7 

(AL035526) putative protein [Arabidopsis thaliana] 
38198 

LIB3093-043-Q1-K1-E11 

BLASTN 

gl217993 

196 

1.0e-106 

290 
95 

Glycine max dynamin-like protein SDL12A mRNA, complete cds 
38199 

LIB3093-044-Q1-K1-D2 

BLASTX 

g4218001 

172 

3.0e-12 

101 

31 

(AC006135) putative Ac transposase [Arabidopsis thaliana] 
38200 

LIB3093-044-Q1-K1-D6 

BLASTX 

g4336610 

276 

2.0e-24 
134 
47 

(AF099112) sigma factor; 



Sig3 [Zea mays] 



38201 

LIB3093-044-Q1-K1-G3 

BLASTX 

gll8514 

253 

7.0e-22 

104 

55 

TURGOR-RESPONSIVE PROTEIN 26G >gi_100051j?ir S11863 

aldehyde dehydrogenase homolog - garden pea 
>gi_20681_emb_CAA38243_ (X54359) 508 aa peptide [Pisum 
sativum] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



38202 

LIB3093-044-Q1-K1-G7 

BLASTX 

g3335336 

210 

8.0e-17 

90 

51 



5899 



e • 

NCBI Description (AC004512) Contains similarity to DnaJ gene YM8520.10 

gb_825566 from from S. cerevisiae cosmid gb_Z49705. ESTs 
gb_Z47720 and gb_Z29879 come from this gene. [Arabidopsis 
thaliana] 



Seq. No. 


38203 


Seq. ID 


LIB3093-045-Q1-K1-A2 


Method 


BLASTX 


NCBI GI 


gl871187 


BLAST score 


169 


E value 


3.0e-12 


Match length 


84 


% identity 


46 


NCBI Description 


(U90439) unknown protein [Arabidopsis thaliana] 


Seq. No. 


38204 


Seq. ID 


LIB30 93-04 5-Q1-K1-B1 


Method 


BLASTX 


NCBI GI 


g3297819 


BLAST score 


494 


E value 


5. 0e-50 


Match length 


133 


% identity 


71 


NCBI Description 


(AL031032) protein kinase - like protein [Arabidopsis 




thaliana] 


Seq. No. 


38205 


Seq, ID 


LIB3093-045-Q1-K1-C8 


Method 


BLASTX 


NCBI GI 


g3341688 


BLAST score 


140 


E value 


1.0e-12 


Match length 


107 


% identity 


47 


NCBI Description 


(AC003672) putative casein kinase II beta subunit 




[Arabidopsis thaliana] 


Seq. No. 


38206 


Seq. ID 


LIB3093-045-Q1-K1-D1 


Method 


BLASTX 


NCBI GI 


g4406780 


BLAST score 


143 


E value 


9.0e-14 


Match length 


69 


% identity 


62 


NCBI Description 


(AC006532) putative multi spanning membrane protein 




[Arabidopsis thaliana] 


Seq. No. 


38207 


Seq. ID 


LIB3093-045-Q1-K1-E8 


Method 


BLASTN 


NCBI GI 


gl70053 


BLAST score 


58 


E value 


6.0e-24 


Match length 


170 


% identity 


84 


NCBI Description 


Soybean ribosomal protein Sll mRNA, 3 1 end 



5900 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity r 

NCBI Description 



38208 

LIB3093-045-Q1-K1-E9 

BLASTX 

g4008008 

216 

2.0e-17 

117 
47 

(AF084035) 
thaliana] 



receptor-like protein kinase [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38209 

LIB3093-045-Q1-K1-F3 

BLASTX 

g4263703 

154 

3.0e-10 

93 
43 

(AC006223) hypothetical protein [Arabidopsis thaliana] 
38210 

LIB3093-045-Q1-K1-H8 

BLASTX 

g548485 

190 

1.0e-14 

68 
60 

POLYGALACTURONASE INHIBITOR PRECURSOR 
( POLYGALACTURONASE- INHIBITING PROTEIN) 

>gi 478677_pir S23764 polygalacturanase-inhibiting protein 

precursor - kidney bean >gi_21029_emb_CAA4 6016_ (X64769) 
polygalacturanase-inhibiting protein [Phaseolus vulgaris] 

38211 

LIB3093-04 6-Q1-K1-A5 

BLASTX 

g417148 

135 

8.0e-12 

107 

44 

PROBABLE GLUTATHIONE S-TRANSFERASE (HEAT SHOCK PROTEIN 26A) 

(G2-4) >gi_99912jpir A33654 heat shock protein 26A - 

soybean >gi_169981 (M20363) Gmhsp26-A [Glycine max] 



Seq- No. 38212 

Seq. ID LIB3093-04 6-Q1-K1-A8 

Method BLASTX 

NCBI GI g4t)97571 

BLAST score 120 

E value 7.0e-ll 

Match length 100 

% identity 42 

NCBI Description (U64916) GMFP5 [Glycine max] 



5901 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38213 

LIB3093-046-Q1-K1-D6 

BLASTX 

g3334195 

271 

6.0e-24 

120 

53 

GUANINE NUCLEOTIDE-BINDING PROTEIN ALPHA- 1 SUBUNIT 
(GP-ALPHA-1) >gi_1480298_emb_CAA67845_ (X99485) G protein 
[Lupinus luteus] 



Seq. No. 38214 

Seq. ID LIB3093-046-Q1-K1-D7 

Method BLASTX 

NCBI GI g3377797 

BLAST score 233 

E value 1.0e-19 

Match length 77 

% identity 65 ; 

NCBI Description (AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 38215 

Seq. ID LIB3093-046-Q1-K1-E3 

Method BLASTX 

NCBI GI g3377797 

BLAST score 278 

E value 5.0e-27 

Match length 105 

% identity 65 m 

NCBI Description (AF075597) Similar to 60S ribosome protein L19; coded for 
by A. thaliana cDNA T04719; coded for by A. thaliana cDNA 
H36046; coded for by A. thaliana cDNA T44 067; coded for by 
A. thaliana cDNA T14056; coded for by A. thaliana cDNA 
R90691 [Ara 



Seq. No. 38216 

Seq. ID LIB3093-046-Q1-K1-E9 

Method BLASTX 

NCBI GI g3717965 

BLAST score 155 

E value 3.0e-10 

Match length 91 

% identity 36 

NCBI Description (AL031640) l-evidence=predicted by content; 

1- method=genef inder; 084; l-evidence_end; 

2- evidence=predicted by match; 

2 -mat ch_a c ce s s i on=S PT REMBL : 0 6 0 8 7 8 ; 

2-match_description=DIA~12C PROTEIN. ; 2-match_species=HOMO 
SAPIENS (HUMAN) .; 



Seq. No. 



38217 



5902 



Seq. ID 


LIB3093-04 6-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g541943 


BLAST score 


293 


E value 


2.0e-26 


Match length 


56 


% identity 


95 


NCBI Description 


metallothionein - soybean >gi 




metallothionein-like protein 


Sea No. 


38218 


Seq. ID 


LIB3093-04 6-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl763063 


BLAST score 


227 


E value 


2.0e-34 


Match length 


162 


% identitv 


42 


NCBI Description 


(U68763) SCOF-1 [Glycine max] 


Sea No 


38219 


Seq. ID 


LIB3093-047-Q1-K1-A11 


Method 


BLASTX 


NCBI GI 


g2832672 


BLAST score 


319 


F. valup 


1. Oe-29 


L id L. 1 J.C11<^ U 1 1 


114 




60 


NCBI Description 


(AL021712) nifU-like protein 


O C ^ • iNU • 


38220 


Sea ID 


LIB3093-047-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3023535 


BLAST score 


392 


E value 


3.0e-38 


Match length 


112 


% identity 


69 


NCBI Description 


MOLYBDOPTERIN BIOSYNTHESIS CN 



PROTEIN (MOLYBDENUM 
COFACTOR BIOSYNTHESIS ENZYME CNX2) >gi_662871__emb_CAA88107_ 
(Z48047) Cnx2 [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38221 

LIB3093-047-Q1-K1-B9 

BLASTX 

g3513737 

230 

5.0e-19 

67 

60 

(AF080118) contains similarity to C3HC4-type zinc fingers 
(Pfam:zf-C3HC4.hmm, score: 34.87) [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



38222 

LIB3093-047-Q1-K1-F10 

BLASTN 

g!8764 



5903 



BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



393 

0.0e+00 

425 

98 

G.max tefSl gene for elongation factor EF-la 



38223 

LIB3093-048-Q1-K1-A4 

BLASTN 

gl69980 

34 

1.0e-09 

46 

93 

Soybean heat-shock protein 



(Gmhsp26-A) gene, complete cds 



38224 

LIB3093-048-Q1-K1-A7 

BLASTX 

g3080435 

533 

1.0e-54 

148 

70 

(AL022605) putative protein [Arabidopsis thaliana] 



38225 

LIB3093-048-Q1-K1-C7 

BLASTX 

g!236949 

148 

3.0e-14 

117 

49 

(U50075) lipoxygenase L- 



5 [Glycine max] 



38226 

LIB3093-048-Q1-K1-D8 

BLASTN 

g!834452 

379 

0.0e+00 

461 

95 

G.max mRNA for alpha subunit of G protein 



38227 

LIB3093-048-Q1-K1-E1 

BLASTX 

g2244912 

173 

7.0e-13 

54 

67 

(Z97339) similar to transketolase 



[Arabidopsis thaliana] 



Seq. No. 



38228 



5904 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3093-048-Q1-K1-G3 

BLASTN 

gl8764 

173 

1.0e-92 

245 
93 

G.max tefSl gene for elongation factor EF-la 



Seer Mo 


38229 


Sea ID 


LIB3093-048-O1-K1-G8 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


170 


E value 


8.0e-91 


Ma'hr'h 1 n"l~ hi 


302 


t> XU.CL1L-L L.y 


89 




(i ma v t-P"F c 11 apnp f nr e» 1 nnrr3 1" i nn f aptor EF— la. 


OCtjf IN (_/ • 


JUi. 


octj • ± u 




I1C L11UU 


BLASTN 


NHRT 

L\^D1 OX 


g498741 


BLAST score 


32 


E value 


1.0e-08 






2- -j HoTii - "i +■ \7 


89 




H -u-nlrrarp fnMaW? 1 ^ mRNA for beta-ketoacvl-ACP synthase 








T.TR?nQ^-04Q-nl -Kl -A1 ? 




BLASTX 


NPRT GT 


a3540182 ^ 


BLAST score 


294 


E value 


1.0e-26 


Match length 


108 


% identity 


57 


NCBI Description 


(AC004122) Unknown protein [Arabidopsis thaliana] 


Seq. No. 


38232 


Seq. ID 


LIB3093-049-Q1-K1-A4 


Method 


BLASTN 


NCBI GI 


g2341023 


BLAST score 


101 


E value 


1.0e-49 


Match length 


253 


% identity 


85 


NCBI Description 


Sequence of BAC F19P19 from Arabidopsis thaliana chromos 



1, complete sequence [Arabidopsis thaliana] 



Seq. No. 38233 

Seq. ID LIB3093-049-Q1-K1-C5 

Method BLASTX 

NCBI GI gl346809 

BLAST score 194 

E value 5.0e-15 

Match length 68 



5905 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



59 

PATHOGEN-RELATED PROTEIN >gi_499074_emb_CAA34 641_ (X16648) 
pathogenesis related protein [Hordeum vulgare] 

38234 

LIB3093-049-Q1-K1-E9 

BLASTX 

gl29808 

353 

2.0e-33 

107 

66 

CATIONIC PEROXIDASE 2 PRECURSOR >gi_99873_pir B38265 

peroxidase (EC 1.11.1.7) precursor, cationic (clone PNC2) ■ 
peanut >gi_166475 (M37637) cationic peroxidase [Arachis 
hypogaea] 

38235 

LIB3093-049-Q1-K1-F3 

BLASTX 

g2129559 

406 

1.0e-39 

142 

53 

cellulase homolog OR16pep - Arabidopsis thaliana 
>gi_1022807 (U37702) cellulase [Arabidopsis thaliana] 
>gi_34 93633 (AF074092) cellulase [Arabidopsis thaliana] 
>gi_3598956 (AF074375) cellulase [Arabidopsis thaliana] 
>gi_3978258 (AF073875) endo-1, 4-beta-D-glucanase KORRIGAN 
[Arabidopsis thaliana] 

38236 

LIB3093-049-Q1-K1-G8 

BLASTN 

g!8764 

54 

4.0e-22 

82 

93 

G.max tefSl gene for elongation factor EF-la 
38237 

LIB3093-049-Q1-K1-H2 

BLASTX 

g3913416 

511 

5.0e-52 

124 

79 

S-ADENOSYLMETHIONINE DECARBOXYLASE PROENZYME (ADOMETDC) 

(SAMDC) >gi_2129920_pir S68990 adenosylmethionine 

decarboxylase (EC 4.1.1.50) - Madagascar periwinkle 
>gi_758695 (U12573) S-adenosyl-L-methionine decarboxylase 

proenzyme [Catharanthus roseus] >gi_1094441__prf 2106177A 

Met (S-adenosyl) decarboxylase [Catharanthus roseus] 



5906 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38238 

LIB3093-049-Q1-K1-H6 

BLASTN 

g3821780 

36 

6.0e-ll 

37 
61 

Xenopus laevis cDNA clone 27A6-1 
38239 

LIB3093-049-Q1-K1-H8 

BLASTX 

g3287695 

148 

1.0e-09 

52 
50 

(AC003979) 
gb_1729503 
thaliana] 



Similar to hypothetical protein C34B7.2 
from C. elegans cosmid gb_Z83220. [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



38240 

LIB3093-050-Q1-K1-A4 

BLASTX 

g4138722 

202 

€.0e-16 

45 
82 

(Y09590) hexose transporter [Vitis vinifera] 
38241 

LIB30 93-050-Q1-K1-A9 

BLASTX 

g3378650 

248 

2.0e-21 

78 

65 

(X97606) abscisic acid activated [Medicago sativa] 
38242 

LIB3093-050-Q1-K1-C6 

BLASTX 

g3386621 

211 

7.0e-17 

88 
53 

(AC004665) unknown protein [Arabidopsis thaliana] 
38243 

LIB3093-050-Q1-K1-C8 

BLASTX 

g729470 

221 



5907 



E value 
Match length 
% identity 
NCBI Description 



2.0e-18 

91 

52 

MITOCHONDRIAL FORMATE DEHYDROGENASE PRECURSOR 

(NAD- DEPENDENT FORMATE DEHYDROGENASE) (FDH) 

>gi 542089 pir JQ2272 formate dehydrogenase (EC 1.2.1,2) 

precursor, mitochondrial - potato >gi_2977 98_emb_CAA7 97 02_ 

(Z214 93) mitochondrial formate dehydrogenase precursor 

[Solanum tuberosum] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38244 

LIB3093-050-Q1-K1-G6 

BLASTX 

g4006878 

155 

3.0e-10 

99 

35 

(Z99707) MAP3K-like protein kinase [Arabidopsis thaliana] 
38245 

LIB3093-050-Q1-K1-G7 

BLASTX 

g417103 

259 

3.0e-25 

109 

61 

HI STONE H3.2, MINOR >gi_282871_pir S24346 histone 

H3.3-like protein - Arabidopsis thaliana 

>gi 16324 emb CAA42957_ (X60429) histone H3.3 like protein 
[Arlbidopiis thaliana] >gi_404825_emb_CAA42958_ (X60429) 
histone H3.3 like protein [Arabidopsis thaliana] >gi_488563 
(U09458) histone H3.2 [Medicago sativa] >gi_488567 (U09460) 
histone H3.2 [Medicago sativa] >gi_488569 (U09461) histone 
H3.2 [Medicago sativa] >gi_488575 (U09464) histone H3.2 
[Medicago sativa] >gi_488577 (U09465) histone H3.2 
[Medicago sativa] >gi__510911_emb_CAA56153_ (X79714) histone 
H3 [Lolium temulentum] >gi_1435157_emb_CAA58445_ (X83422) 
histone H3 variant H3.3 [Lycopersicon esculentum] 
>gi 2558944 (AF024716) histone 3 [Gossypium hirsutum] 
>gi~3273350_dbjJBAA31218_ (AB015760) histone H3 [Nicotiana 
tabacum] >gi_3885890 (AF093633) histone H3 [Oryza sativa] 
>gi 40384 69_gb_AAC97380_ (AF109910) histone H3 [Porteresia 
coarctata] >gi_4490754_emb_CAB38916 . 1_ (AL035708) histone 
H3.3 [Arabidopsis thaliana] >gi_4490755_emb_CAB38917 . 1_ 
(AL035708) Histon H3 [Arabidopsis thaliana] 

38246 

LIB3093-050-Q1-K1-H6 

BLASTX 

gl825645 

166 

8.0e-12 

66 

58 

(U88173) weak similarity to Arabidopsis thaliana 



5908 



ubiquitin-like protein 8 [Caenorhabditis elegans] 







38247 




Seq. ID 


LIB3093-051-Q1- 




Method 


BLASTN 




OX 


a!70025 




DXjxt.O 1 bLUIc 


141 

XIX 




Jli Value 






Mafph 1 oTin"hVi 
L v la Lull icuy Lll 


305 






87 




LNV-/I5X Ucot<-i XJJ L-HJ11 


^nvhpan Ttialats 






38248 






T.TR^O 9*3-0 51-01- 




Method 


DlirtiJ 1A 




NCBI GI 


gl!74498 




BLAST score 


388 




il value 


2 Oe-37 


'.. f% 


iXlaLOu Xfcilly L.IL 


110 
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^ lasntiLy 






"NIPRT D^^pt int ion 
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■hVial i anal 




Seq. No. 


38249 




Seq. ID 


LIB3093-051-Q1 




Method 


BLASTN 




NCBI GI 


g3510337 




BLAST score 


34 




E value 


1.0e-09 




Match length 


50 



(MS) mRNA, 3' end 



-K1-C9 



(M90418) formerly 



% identity 

NCBI Description 



92 

Arabidopsis thaliana genomic DNA, chromosome 5, TAC clone: 
K19E20, complete sequence [Arabidopsis thaliana] 



Seq. No. 


38250 


Seq. ID 


LIB3093-051-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4097573 


BLAST score 


228 


E value 


9.0e-19 


Match length 


114 


% identity 


45 


NCBI Description 


(U64917) GMFP7 [Glycine max] 


Seq. No. 


38251 


Seq. ID 


LIB3093-051-Q1-K1-H10 


Method 


BLASTN 


NCBI GI 


g2687435 


BLAST score 


180 


E value 


1.0e-96 


Match length 


452 


% identity 


85 


NCBI Description 


Hamamelis virginiana large s 




partial sequence 


Seq. No. 


38252 



5909 



j 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3093-052-Q1-K1-F6 

BLASTX 

gl946360 

145 

1.0e-09 

51 

61 

(U93215) elicitor response element binding protein WRKY3 
isolog [Arabidopsis thaliana] 



Seq. No. 


oozo J 


beq. lu 


JjJ.DOUj?0 UJi v-L 


Method 


QT 71 C TV 


NCBI GI 


g20725 


BLAST score 


175 


E value 


8 . Oe-13 


Match length 


80 


% identity 


53 


NCBI Description 


(Xoo±o4) CjA [risum sauivuiuj 


Seq. No. 


38254 


Seq. ID 


LIBoUyi-Uoz-Ul-Kl-rlo 


Method 


BLASTX 


NCBI GI 


g542157 


BLAST score 


139 


E value 


7 . Oe-09 


Match length 


70 


% identity 


43 


NCBI Description 


ribosoinal oS RNA— Dinaing proiem jru_ce 


Seq. No. 


38255 


Seq. ID 




Method 


BLASTX 


NCBI GI 


gl743354 


BLAST score 


165 


E value 


1.0e-ll 


Match length 


48 


% identity 


65 


NCBI Description 


(YOyo/b) alaenyae aenyurogenase ^jn-^i^j 


Seq. No. 


-5 a o r 

38256 


Seq. lu 


T TR^OQ^-nR^-Ol —TCI — 
iilDJU UJJ S^-L JaX riJ 


Method 


BLASTN 


NCBI GI 


g4127877 


BLAST score 


136 


E value 


1.0e-70 


Match length 


232 


% identity 


90 


NCBI Description 


Glycine max mRNA for NDX1 homeobox prot< 


Seq. No. 


38257 


Seq. ID 


LIB3093-053-Q1-K1-B11 


Method 


BLASTX 


NCBI GI 


g3452263 


BLAST score 


551 


E value 


1.0e-56 


Match length 


146 



[Nicotiana tabacum] 



5910 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



68 

(AF035936) phosphatidylinositol 4-kinase; PI4K [Arabidopsis 
thaliana] 

38258 

LIB3093-053-Q1-K1-C2 

BLASTX 

g4415931 

256 r 

4.0e-22 

82 

60 

(AC006418) unknown protein [Arabidopsis thaliana] 
>gi_4559393_gb_AAD23053.1_AC006526_18 (AC006526) unknown 
protein [Arabidopsis thaliana] 

38259 

LIB3093-053-Q1-K1-C6 

BLASTX 

g333414_4 

127 

1.0e-09 

57 

63 

Gl/S-SPECIFIC CYCLIN C-TYPE >gi_1695698_dbj_BAA13181_ 
(D86925) C-type cyclin [Oryza sativa] 



Seq. No. 


38260 


Seq. ID 


LIB3093-053-Q1-K1-E11 


Method 


BLASTX 


NCBI GI 


g3451068 


BLAST score 


465 


E value 


1.0e-46 


Match length 


132 


% identity 


73 


NCBI Description 


(AL031326) putative protein [Arabidopsis thaliana] 


Seq. No. 


38261 


Seq. ID 


LIB3093-053-Q1-K1-G11 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


106 


E value 


1.0e-52 


Match length 


297 


% identity 


85 


NCBI Description 


G.max tefSl gene for elongation factor EF-la 


Seq. No. 


38262 


Seq. ID 


LIB3093-053-Q1-K1-H2 


Method 


BLASTN 


NCBI GI 


gl8743 


BLAST score 


37 


E value 


2.0e-ll 


Match length 


49 


% identity 


94 


NCBI Description 


G.max mRNA from stress-induced gene (SAM22) 



5911 



Seq. No. 38263 

Seq. ID LIB3093-053-Q1-K1-H5 

Method BLASTX 

NCBI GI g3334667 

BLAST score 169 

E value 4.0e-23 

Match length 137 

% identity 43 

NCBI Description (Y10493) putative cytochrome P450 [Glycine max] 

Seq. No. 38264 

Seq. ID LIB3093-053-Q1-K1-H6 

Method BLASTN 

NCBI GI gl8743 

BLAST score 96 

E value 1.0e-4 6 

Match length 148 

% identity 91 

NCBI Description G.max mRNA from stress-induced gene (SAM22) 

Seq. No. 38265 

Seq. ID LIB3093-056-Q1-K1-A12 

Method BLASTX 

NCBI GI g3928150 

BLAST score 446 

E value 2.0e-44 

Match length 111 

% identity 77 

NCBI Description (AJ131049) hypothetical protein [Cicer arietinum] 

Seq. No. 38266 

Seq. ID LIB3093-056-Q1-K1-A2 

Method BLASTX 

NCBI GI g2842482 

BLAST score 149 

E value 1.0e-09 

Match length , 67 

% identity 42 

NCBI Description (AL02174 9) protein phosphatase 2C-like protein [Arabidopsis 
thaliana] 

Seq. No. 38267 

Seq. ID LIB3093-056-Q1-K1-B1 

Method BLASTX 

NCBI GI g3882356 

BLAST score 244 

E value 6.0e-21 

Match length 67 

% identity 70 

NCBI Description (U924 60) 12-oxophytodienoate reductase OPR2 [Arabidopsis 
thaliana] 

Seq. No. 38268 

Seq. ID LIB3093-056-Q1-K1-B11 

Method BLASTX 

NCBI GI g3645985 

BLAST score 223 



5912 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3.0e-18 

40 
93 

(AL031581) l-evidence=predicted by content; 
1 -method=genef inder ; 084; 1 -method_s cor e=2 3.36; 

1- evidence_end; 2-evidence=predicted by match; 

2- match_accession«AA141041; 

2-match_description=CK01110.3prime CK Drosophila 
melanogaster 



38269 

LIB3093-056-Q1-K1-B3 

BLASTX 

gll69238 

268 

7.0e-37 

101 

83 

GLUTAMATE DECARBOXYLASE (GAD) 
glutamate decarboxylase (EC 4 



>gi_107 6648_pir A48767 

.1.1.15), calmodulin-binding - 
garden petunia >gi_294112 (L16797) glutamate decarboxylase 
[Petunia hybrida] >gi_309680 (L16977) glutamate 
decarboxylase [Petunia hybrida] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



[Picea mariana] 



38270 

LIB3093-056-Q1-K1-C5 

BLASTX 

g2982243 

166 

1.0e-ll 

61 
54 

(AF051204) hypothetical protein 
38271 

LIB3093-056-Q1-K1-D7 

BLASTX 

g2055230 

178 

4.0e-13 

62 
53 

(AB000130) SRC2 [Glycine max] 



38272 

LIB3093-056-Q1-K1-F11 

BLASTX 

g3876865 

141 

1.0e-08 

77 
35 

(Z81534) predicted using Genef inder; cDNA EST EMBL:C08177 
comes from this gene; cDNA EST EMBL:C09822 comes from this 
gene; cDNA EST yk359h8.5 comes from this gene; cDNA EST 
yk374fll.5 comes from this gene; cDNA EST yk359h8.3 co 



5913 



O c (4 • iN (J • 


38273 






LIB3093-056- 


■Q1-K1-F2 




BLASTN 




NCBI GI 


gl335861 




BLAST score 


38 




TJ 1 T7al no 


6 Oe-12 




iYiaL.cn j_engi-n 


_7 O 




-6 laenriry 


0 0 


clathrin 


LN^DX UcuLI ir — LWii 


filvrine max 


C £i i^r 

oeq. no » 


J O t. / ^ 






LTB3093-056- 


-Q1-K1-F4 




RLASTX 




NCBI GI 


gll70938 




BLAST score 


365 




E value 


5.0e-35 




Match length 


111 




% identity 


68 




NCBI Description 


S-ADENOSYLMETHIONINE 



SYNTHETASE 2 (METHIONINE 
ADENOSYLTRANSFERASE 2) (ADOMET SYNTHETASE 2) 

>gi_481566_pir S38875 methionine adenosyltransferase (EC 

2.5.1.6) - tomato >gi__429106_emb_CAA808 66_ (Z24742) 
S-adenosyl-L-methionine synthetase [Lycopersicon 
esculentum] 



Seq. No. 


38275 


Seq. ID 


LIB3093-056-Q1-K1-F5 


Method 


BLASTX 


NCBI GI 


g4406775 


BLAST score 


146 


E value 


3.0e-09 


Match length 


44 


% identity 


61 


NCBI Description 


(AC006836) unknown protein [Arabidopsis thaliana] 


Seq. No. 


38276 


Seq. ID 


LIB3093-056-Q1-K1-G6 


Method 


BLASTN 


NCBI GI 


g2618602 


BLAST score 


45 


E value 


4.0e-16 


Match length 


85 


% identity 


88 


NCBI Description 


Arabidopsis thaliana genomic DNA, chromosome 5, PI 




MSJ1, complete sequence [Arabidopsis thaliana] 


Seq. No. 


38277 


Seq. ID 


LIB3093-056-Q1-K1-H3 


Method 


BLASTX 


NCBI GI 


g899608 


BLAST score 


409 


E value 


3.0e-40 


Match length 


106 


% identity 


17 


NCBI Description 


(U29158) polyubiquitin [Zea mays] 



clone: 



Seq. No. 



38278 



5914 



Seq. ID 


LIB3093-056-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


g3894172 


BLAST score 


251 


E value 


1.0e-21 


Match length 


85 


% identity 


60 


NCBI Description 


(AC005312) putative cinnamoyl-CoA reductase 




thaliana] 


Seq. No. 


38279 


Seq. ID 


LIB3093-057-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g4099329 


BLAST score 


167 


E value 


9.0e-13 


Match length 


91 


% identity 


58 


NCBI Description 


(U86384) ATP synthase beta subunit [Euptelea 


Seq. No. 


38280 


Seq. ID 


LIB3093-057-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


gl!73027 


BLAST score 


338 


E value 


1.0e-31 


Match length 


108 


% identity 


65 


NCBI Description 


60S RIBOSOMAL PROTEIN L31 >gi_915313 (U23784 




protein L31 [Nicotiana glutinosa] 


Seq. No. 


38281 


Seq. ID 


LIB3093-057-Q1-K1-E7 


Method 


BLASTN 


NCBI GI 


gl066498 


BLAST score 


189 


E value 


1.0e-102 


Match length 


353 



ribosomal 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



Medicago sativa (clone GG16-1] 
synthase gene, complete cds 



NADH-dependent glutamate 



38282 

LIB3093-057-Q1-K1-G3 

BLASTX 

g4539305 

328 

1.0e-30 

115 

52 

(AL049480) putative protein [Arabidopsis thaliana] 
38283 

LIB3093-057-Q1-K1-H4 

BLASTX 

g3297824 

138 
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E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



1.0e-08 

61 

54 

(AL031032) bZIP transcription factor - like protein 
[Arabidopsis thaliana] 

38284 

LIB3093-057-Q1-K1-H9 

BLASTX 

g2500715 

251 

1.0e-21 

79 

61 

PATHOGENESIS-RELATED PROTEIN PR-1 PRECURSOR 

>gi_62 9627_pir S47171 gene PR-1 protein - barrel medic 

>gi_505553_emb_CAA5617 4_ (X79778) PR-1 [Medicago 
truncatula] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



putative suppressor protein [Arabidopsis 
>gi_4314399_gb_AAD15609_ (AC006232) putative skdl 



38285 

LIB3093-058-Q1-K1-A2 
BLASTX 
g3860272 
216 

2.0e-17 

73 
58 

(AC005824) 
thaliana] 

protein [Arabidopsis thaliana] 
38286 

LIB3093-058-Q1-K1-C1 

BLASTX 

g417744 

140 

3.0e-10 ' 

69 
61 

ADENOS YLHOMOC YS T E I NAS E (S-ADENOSYL-L-HOMOCYSTEINE 
HYDROLASE) (ADOHCYASE) >gi_169663 (M81885) 
S-adenosylhomocysteine hydrolase [Petroselinum crispum] 

38287 

LIB3093-058-Q1-K1-C3 

BLASTX 

g3386617 

124 

4.0e-13 

102 
50 

(AC004665) putative cell division protein (ftsY) 
[Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



38288 

LIB3093-058-Q1-K1-E11 
BLASTX 



5916 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g3759184 
182 

2.0e-23 

108 

64 

(AB018441) phi-1 [Nicotiana tabacum] 
38289 

LIB3093-058-Q1-K1-F4 _ . 

BLASTX 

g3142290 

301 

2.0e-27 

88 
64 

(AC002411) Contains similarity to gb_Z69902 from C. 
elegans. [Arabidopsis thaliana] 

38290 

LIB3093-058-Q1-K1-G12 

BLASTN 

g!0790 

34 

1.0e-09 

72 

93 

Tetrahymena pyriformis alpha-tubulin gene 
38291 

LIB3093-058-Q1-K1-G5 

BLASTN 

gll77368 

74 

2.0e-33 

158 

87 

Z.mays mRNA for ribosomal protein L39 
38292 

LIB3094-001-Q1-K1-B6 

BLASTX 

g2618684 

329 

1.0e-30 

148 
50 

(AC002510) putative 

UDP-N-acetylglucosamine — dolichyl -phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] >gi_3241947 (AC004 625) putative 
UDP-N-acetylglucosamine — dolichyl -phosphate 
N-acetylglucosaminephosphotransf erase [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



38293 

LIB3094-001-Q1-K1-C12 
BLASTN 



5917 



NCBI GI 

BLAST score 

E Value 

Match length 

% identity 

NCBI Description 



g2920665 
276 

1.0e-154 

290 
99 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38294 

LIB3094-001-Q1-K1-S10 

BLAST N 

g288618 

44 

1.0e-15 

160 

82 

G.max GB-D-II gene for proteinase inhibitor D-II 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38295 

LIB3094-001-Q1-K1-G5 

BLASTX 

gl906828 

173 

1.0e-12 

68 

5£ 

(Y11828) heat shock protein [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38296 

LIB3094-001-Q1-K1-G7 

BLASTN 

g2791862 

34 

1.0e-09 

42 

95 

Danio rerio heat shock protein 90-beta 
complete cds 



(hsp90beta) mRNA, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38297 

LIB3094-001-Q1-K1-H2 

BLASTX 

g82666 

156 

5.0e-ll 

63 
60 

ADP, ATP carrier protein G2 - maize 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



38298 

LIB3094-002-Q1-K1-A4 

BLASTX 

g548746 

224 

2.0e-18 

82 
61 



5918 



NCBI Description SOS RIBOSOMAL PROTEIN L12, CHLOROPLAST PRECURSOR (CL12) 

>gi_478604_pir S21111 ribosomal protein L12 precursor, 

chioroplast - wood tobacco >gi_248303_bbs_93167 (S93166) 
ribosomal protein L12, CL12 [Nicotiana sylvestris=tobacco, 
leaf, Peptide Chioroplast, 186 aa] [Nicotiana sylvestris] 



Seq. No. 


38299 


Seq. ID 


LIB3094-002-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g2764941 


BLAST score 


207 


E value 


1.0e-16 


Match length 


78 


% identity 


51 


NCBI Description 


(X98255) transcriptionally stimulated by gibberellins; 




expressed in meristematic region, and style [Arabidopsis 




thaliana] 


Seq. No. 


38300 


Sea ID 


LIB3094-002-Q1-K1-D7 


Method 


BLASTX 


NCBI GI 


g4138583 


BLAST «?rore 


211 


E value 


4 . Oe-17 


Match length 


95 


% identity 


54 


NCBI Description 


(Y10821) plastidic ATP/ADP-transporter [Solanum tuberosum] 


Sea. No. 


38301 


Sea ID 


LIB3094-002-O1-K1-D9 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


57 


E value 


2.0e-23 


Match length 


157 


% identity 


84 


NCBI Description 


Glycine max nodulin-26 mRNA, complete cds 


Seq. No. 


38302 


Seq. ID 


LIB3094-002-Q1-K1-E6 


Method 


BLASTX 


NCBI GI 


a2764941 


BLAST score 


173 


F va lnp 


2 0e-12 




93 


% identity 


39 


NCBI Description 


(X98255) transcriptionally stimulated by gibberellins; 




expressed in meristematic region, and style [Arabidopsis 




thaliana] 


Seq. No. 


38303 


Seq. ID 


LIB3094-002-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g20020 


BLAST score 


171 


E value 


5.0e-13 


Match length 


70 



5919 



% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E- value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



€1 

66 

(X62368) ribosomal protein L12-la [Nicotiana tabacum] 
38304 

LIB3094-002-Q1-K1-F7 

BLASTX 

g3868758 

200 

7.0e-16 

76 

50 

(D89802) elongation factor IB gamma [Oryza sativa] 
38305 

LIB3094-002-Q1-K1-H7 

BLASTN 

gl518539 

206 

1.0e-112 

306 

92 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 
38306 

LIB3094-002-Q1-K1-H9 

BLASTN 

g3342030 

37 

2.0e-ll 

41 

98 

Joinvillea ascendens 18 S small subunit ribosomal RNA gene, 
complete sequence 

38307 

LIB3094-005-Q1-K1-A2 

BLASTX 

g4469020 

176 

9.0e-13 

67 

54 

(AL035602) putative protein (fragment) [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38308 

LIB3094-005-Q1-K1-B7 

BLASTX 

g!706329 

407 

5.0e-40 

104 

75 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_2146788_pir S65471 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDC2) - Garden pea (fragment) 

>gi_1177605_emb_CAA91445_ (Z66544) pyruvate decarboxylase 



5920 



[Pisum sativum] 



Seq. No. 


38309 


Seq. ID 


LIB3094-1 


Method 


BLAST N 


NCBI GI 


gl69980 


BLAST score 


49 


V. valup 


1.0e-18 


Match length 


117 


% i rl^nt itv 


85 


NCBI Descriotion 


Soybean 


Seq. No. 


38310 


Seq. ID 


LIB3094- 


Method 


BLASTN 


NCBI GI 


gl732555 


BLAST score 


58 


E value 


5.0e-24 


Match length 


237 


% identity 


82 


NCBI Description 


Glycine 



mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38311 

LIB3094-006-Q1-K1-A5 

BLASTX 

gll69840 

194 

8.0e-15 

96 

43 

GI BBERELLIN-REGULATED PROTEIN 4 PRECURSOR 

>gi_2129591_pir S71442 GAST1 protein homolog (clone GASA4) 

- Arabidopsis thaliana >gi_950099 (U15683) 
gibberellin-regulated [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38312 

LIB3094-006-Q1-K1-B2 

BLASTX 

g3482979 

308 

3.0e-28 

95 

59 

(AL031369) putative protein [Arabidopsis thaliana] 
>gi_4567258_gb_AAD23672.1_AC007070__21 (AC007070) 
hypothetical protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38313 

LIB3094-006-Q1-K1-D2 

BLASTX 

g4580478 

141 

1.0e-08 

70 

56 

(AC006081) unknown protein [Arabidopsis thaliana] 



5921 
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lnujdi uescripi-ion 


^ZkPfin^Cll 7^ TaTH— A f! vQ-ooai- nrnfoi n Fflrahn HnnQ i<5 t'Vial'ia'na 
^fiL/U UJ _J x / J WU f±U icpcaU piULclIl [i^x clJJXU.Upo Xo Llicixxcilia. 


dorr Kfr\ 


JO JIO 




xjxoow_7*i uu / yi ivx x_>u 


i v ie cnou 


DixrlO I IN 


NCBI GI 


g2920665 


BLAST score 


93 


Hi VdlUc 


/ • yc 4J 


Match length 




% identity 


Q Q 


NCBI Description 


Glycine max 2,4-D inducible glutathione S-transf erase 




(GSTa) itiRNA/ complete cds 


Seq. No. 


38319 


Seq. ID 


LIB3094-007-Q1-K1-C5 


Method 


BLASTX 



5922 



CP 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g4193388 
344 

2.0e-32 

94 

74 

(AF091455) translationally controlled tumor protein 
brasiliensis] 



[Hevea 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



38320 

LIB3094-007-Q1-K1-G10 

BLASTX 

gl706329 

465 

1.0e-46 

118 
74 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_2146788_pir S65471 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDC2) - Garden pea (fragment) 

>gi_1177605_emb_CAA91445_ (Z66544) pyruvate decarboxylase 
[Pisum sativum] 

38321 

LIB3094-007-Q1-K1-G3 

BLASTX 

g3915699 

163 

2.0e-ll 

68 

49 

AMINOMETHYLTRANSFERASE PRECURSOR {GLYCINE CLEAVAGE SYSTEM T 

PROTEIN) >gi__541970_pir S40260 T-protein - garden pea 

>gi_1362061_pir S56661 glycine decarboxylase T protein 

precursor - garden pea >gi_438217_emb_CAA81080__ (Z25861) 
T-protein [Pisum sativum] >gi_3021553_emb_CAA10976__ 
(AJ222771) T protein [Pisum sativum] 

38322 

LIB3094-009-Q1-K1-A1 

BLASTX 

gl20669 

218 

5.0e-18 

69 

68 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 
DEJMG glyceraldehyde-3-phosphate 
(EC 1.2.1.12) - Magnolia liliiflora 
>gi_19566_emb__CAA42905_ (X60347) glyceraldehyde 
3-phosphate dehydrogenase [Magnolia liliiflora] 



>gi_66014_pir_ 
dehydrogenase 



38323 

LIB3094-009-Q1-K1-A10 

BLASTN 

gl70007 

311 

1.0e-175 



5923 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Soybean 18 kD late embryo genes is abundant (Lea) protein 
mRNA, complete cds 

38324 

LIB3094-009-Q1-K1-C7 

BLASTN 

gl675195 

67 

2.0e-29 

213 

83 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 





Seq. No. 


38325 




Seq. ID 


LIB3094-009-Q1-K1-D2 




Method 


BLASTX 




NCBI GI 


g2804278 




BLAST score 


579 




E value 


5.0e-60 




Match length 


133 




% identity 


82 




NCBI Description 


(AB003516) squalene epoxidase [Panax gins< 




Seq. No. 


38326 




Seq. ID 


LIB3094-009-Q1-K1-H10 




Method 


BLASTX 




NCBI GI 


gll72571 




BLAST score 


170 




E value 


4.0e-12 




Match length 


120 




% identity 


38 




NCBI Description 


PHOSPHOENOLPYRUVATE CARBOXYKI NAS E (ATP) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



>gi_1076277_pir S52637 phosphoenolpyruvate carboxykinase 

(ATP) (EC 4.1.1.49) - cucumber >gi_567102 (L31899) 
phosphoenolpyruvate carboxykinase [Cucumis sativus] 

38327 

LIB3094-010-Q1-K1-A5 

BLASTX 

g3334196 

123 

1.0e-09 

67 
54 

AMI NOME THYLTRANSFERASE PRECURSOR (GLYCINE CLEAVAGE SYSTEM T 
PROTEIN) >gi_2467117_emb_CAB16917__ (Z99769) T-Protein 
precursor [Flaveria trinervia] 

38328 

LIB3094-010-Q1-K1-B12 

BLASTX 

g4454457 

412 

2.0e-40 



5924 



Mate*]! Ipncrth 

Lia i_\_rix x i*. i* 


91 




86 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 




38329 


Sea ID 


LIB3094-010-Q1-K1-B9 


Method. 


BLASTN 


NCBI GI 


g310575 


BLAST score 


111 


E value 


1.0e-55 


MA^rh 1 print H 


296 




87 


NCBI Description 


Glycine max nodulin-26 iaRNA, complete cds 


o c; \^ • • 


38330 


Seq. ID 


LIB3094-010-Q1-K1-C1 


Method. 


BLASTN 


NCBI GI 


gl256607 


BLAST score 


74 


T? tts 1 IIP 

XJ V CIXUC 


9.0e-34 


MAi~r , h 1 pnn"t~h 


125 


% i Hprch 1 1* v 

o ±u.viii«x l y 


90 


KTPRT Dp^rTi nt i on 


Glycine max G protein beta subunit mRNA f complete cds 




38331 


9prr TD 


LIB3094-010-O1-K1-C11 


ixic uriou. 


Diiriij x /\ 


NCBI GI 


rrl 71 nR07 
y x / luou / 


DT 7\ Q T» n^nrD 
xj±j.rlO 1 ouuic 


z, u o 


E value 


2.0e-16 


Match length 


60 


& 1 Hpnt" i +" \7 

O X 11 L L ji 


72 




RURT^CO 9URUNTT RTNDTNG-PROTEIN ALPHA SUBUNIT PRECURSOR 

X\VJXJ X O hJ U XJ VJ J.H X X XV X IN LJ X IN *J X X\W X XJ J_ ll niJX 11-Tl kJ V-/ XJ UL1X1 X 1\JJV«1«J v J. A. 


KD CHAPF.RONTN ALPHA SUBUNIT ^ fCPN-60 ALPHA) >ai 1185390 




(U21105) alphacpn60 [Pisum sativum] 


Arc Nfn 


38332 


Sea. ID 


LIB3094-010-Q1-K1-C6 




BLASTX 


NCBI GI 


g3319682 


BLAST score 


276 


TT va Inp 
xj v ax 


9. 0e-25 


lid LUiii. x^rixy L-ll 


89 




fin 


XN ^XJ X UCO^X XJJUXvll 


(Y17720) SPINDLY Drotein f Petunia x hvbridal 

\ X J_ / / £~\J f Ul XII XJ XJ X X V_/ U\i>Xll [ 1 \i L<U11XU *Th Jt ^-H-* J 


oeq • ino • 


JO jjj 


Seq. ID 


LIB3094-010-Q1-K1-F8 


Method 


BLASTN 


NCBI GI 


g2511688 


BLAST score 


108 


E value 


1.0e-53 


Match length 


282 



% identity 85 

NCBI Description Phaseolus vulgaris Moldavian encoding cysteine proteinase 
precursor (clone cp6a) 



5925 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 
NCBI GI 



38334 

LIB3094-010-Q1-K1-G4 

BLASTN 

g!69980 

127 

3.0e-65 

227 

89 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
38335 

LIB3094-010-Q1-K1-G6 

BLASTN 

g2920665 

34 

4.0e-10 

58 

90 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 

38336 

LIB3094-011-Q1-K1-A1 

BLASTN 

gl69980 

156 

2.0e-82 

276 

89 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
38337 

LIB3094-011-Q1-K1-D3 

BLASTN 

g2642237 

37 

2.0e-ll 

217 

82 

Glycine max endoplasmic reticulum HSC70-cognate binding 
protein precursor (BIP) mRNA, complete cds 

38338 

LIB3094-011-Q1-K1-F9 

BLASTN 

gl675195 

82 

3.0e-38 

246 

83 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 

38339 

LIB3094-011-Q1-K1-G4 

BLASTN ^ 
g310575 



5926 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



182 

7.0e-98 

356 

90 

Glycine max nodulin-26 mRNA, complete cds 
38340 

LIB3094-011-Q1-K1-H4 

BLASTX 

g2764941 

211 

7.0e-17 

86 
49 

(X98255) transcriptionally stimulated by gibberellins; 
expressed in meristematic region, and style [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38341 

LIB3094-013-Q1-K1-D4 

BLASTN 

g2920665 

96 

1.0e-46 

236 

88 

Glycine max 2,4-D inducible glutathione S-transferase 
(GSTa) mRNA, complete cds 

38342 

LIB3094-013-Q1-K1-F6 

BLASTX 

gl706329 

236 

1.0e-20 

95 

62 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_214 6788_pir S65471 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDC2) - Garden pea (fragment) 

>gi_1177 605_emb_CAA914 45_ (Z66544) pyruvate decarboxylase 
[Pisum sativum] 

38343 

LIB3094-014-Q1-K1-A6 

BLASTX 

gl708236 

253 

1.0e-37 

116 

66 

HYDROXYMETHYLGLUTARYL-COA SYNTHASE (HMG-COA SYNTHASE) 
(3-HYDROXY-3-METHYLGLUTARYL COENZYME A SYNTHASE) 

>gi_2129617_pir JC4567 hydroxymethylglutaryl-CoA synthase 

(EC 4.1.3.5) - Arabidopsis thaliana 

>gi_1143390_emb_CAA58763_ (X83882) 

hydroxymethylglutaryl-CoA synthase [Arabidopsis thaliana] 



5927 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



>gi_1586548_prf 2204245A hydroxy methylglutaryl CoA 

synthase [Arabidopsis thaliana] 

38344 

LIB3094-014-Q1-K1-C8 

BLASTN 

g2920665 

215 

1.0e-117 

315 
92 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 

38345 

LIB3094-014-Q1-K1-D5 

BLASTN 

g475599 

52 

1.0e-20 

96 
89 

Glycine max Century 84 BiP isoform B mRNA, complete cds 
38346 

LIB3094-015-Q1-K1-B3 

BLASTN 

g2511688 

81 

1.0e-37 

215 

85 

Phaseolus vulgaris Moldavian encoding cysteine proteinase 
precursor (clone cp6a) 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38347 

LIB3094-015-Q1-K1-E2 

BLASTX 

g3372233 

289 

5.0e-26 

96 

57 

(AF019248) RNA polymerase I, 
[Arabidopsis thaliana] 



II and III 24.3 kDa subunit 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38348 

LIB3094-015-Q1-K1-H11 

BLASTX 

gll69840 

160 

6.0e-ll 

94 

37 

GIBBERELLIN-REGULATED PROTEIN 4 PRECURSOR 

>gi_2129591_pir S71442 GAST1 protein homolog (clone GASA4) 

- Arabidopsis thaliana >gi_950099 (U15683) 



5928 



gibberellin-regulated [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38349 

LIB3094-017-Q1-K1-A1 

BLASTN 

g3694834 

73 

4.0e-33 

105 

92 

Glycine max alcohol dehydrogenase Adh-1 gene, partial cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38350 

LIB3094-017-Q1-K1-G8 

BLASTN 

gl234899 

115 

3.0e-58 

199 

89 

G.max mRNA for homeobox-leucine zipper protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38351 

LIB3094-018-Q1-K1-A11 

BLASTX 

gl32944 

333 

2.0e-31 

94 

67 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_806279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 


38352 


Seq. ID 


LIB3094-018-Q1-K1-D11 


Method 


BLASTN 


NCBI GI 


gl326160 


BLAST score 


44 


E value 


1.0e-15 


Match length 


124 


% identity 


94 


NCBI Description 


Phaseolus vulgaris dehyd. 


Seq. No. 


38353 


Seq. ID 


LIB3094-018-Q1-K1-H11 


Method 


BLASTX 


NCBI GI 


g4210948 


BLAST score 


293 


E value 


2.0e-26 


Match length 


91 


% identity 


71 


NCBI Description 


(AF085275) DnaJ protein 


Seq. No. 


38354 


Seq. ID 


LIB3094-020-Q1-K1-B12 


Method 


BLASTX 



5929 



NCBI GI 

LN\yDX VJX 


a3157943 


BLAST score 


151 


E value 


7.0e-10 


Maf ph 1 o"nrr1~Vi 


78 


% H Hont" i fir 


41 


IN^-DX UcoOx Xp LXUI1 


Jl J Lu-LllO O-L.lLlJL-L.ClJ- X i__y L-W JtjniT J X J*>-L. W L-<3_L±1 




from Mus ltiusculus, [Arabidopsis thaliana] 


Clprr Ma 


38355 


Sea ID 

KJ <iJ • XL/ 


LIB3094-020-Q1-K1-B2 


Method 


BLASTN 


NCBI GI 


g642357 


BLAST score 


44 


TT 1 T73 1 lip 

Hi v ai. uc 


4 . Oe-16 


rictus n xciiy Lii 


84 


2- -i Hont" T f"\7 

O XUCilL. J. Uj 


88 


NPRT np^rri l on 

J.W/-1— ' X L/C O J- £/ L> -1- v/ IX 


T aralioides 28S rRNA aene (oartial) 


S<=*rr Nn 


38356 


iJC^t X L/ 


LIB3094-020-O1-K1-G3 


Method 


BLASTX 


I\L.D1 OX 


rrl 71 0S4fi 


BLAST score 


202 


E value 


2. Oe-16 


L v lCLL l wIl -LCliy L-ii 


63 


^ lQcIlLlty 


0 / 


jnuox uescripT-ion 


£HQ PTRPic;nMl\T PPOTFTM T.^^ ">o-i 1976Q67 fn47fl9 c i^ 
OUO I\lDUijUnnii ir t\UJ, HXIN Xiju ^tjl X-C/OC/O/ \U1 / uJJJ 




-y- -5 a a 0 Am a 1 *a v A+* ai Ti fHaiiPnc farnfa 1 
x XX/OiSOiuclX piOteXIl LL/^-WL-Uo L-diULaJ 


oecj • INO . 


aq q C7 


q prT TP) 




Method 


BLASTN 


NCBI GI 


gl69936 


BLAST score 


97 


V Tra 1 no 






jL. *± X 


"5 xtien i-x uy 


ft R 


NCBT DA^rri nt i nn 


Rl vrinp maif rhalronp svnthase fchs7) aene, coimo 


Qq/t Tv.T a 


JO JJO 


Spa ID 

O ~ • XL/ 


LIB3094-021-O1-K1-A10 


Method 


BLASTX 


NCBI GI 


g3551105 


BLAST score 


189 


U 1 1 no 


1 0^-14 

x • \j c; x *± 


irJaL-Uli Icily til 




? luentiLy 


DU 


IJPRT noQpri T>f~ 1 nn 

IN V/IJ X UCO^lXpLXUii 


^ r\±D v J L ~s KJ J } 1LLCL L. U.X CLO C [rvWOu XLiy^/OCLJ 


Qo 0* "Ma 


JO JJ J 


Qprr TD 


LIB3094-021-O1-K1-D8 


Method 


BLASTN 


NCBI GI 


gl8764 


BLAST score 


194 


E value 


i.0e-105 


Match length 


286 


% identity 


92 



putative 



5930 




NCBI Description 


G.max tefSl gene for elongation factor EF-la 


Seq. No, 


38360 


Seq. ID 


LIB3094-021-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


gl707364 


BLAST score 


406 


E value 


1.0e-39 


Match length 


134 


% identity 


60 


NCBI Description 


(X94626) AATP2 [Arabidopsis thaliana] 


Seq. No. 


38361 


Seq. ID 


LIB3094-022-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3915826 


BLAST score 


173 


E value 


2.0e-13 


Match length 


73 


% identity 


63 


NCBI Description 


60S RIBOSOMAL PROTEIN L5 


Seq. No. 


38362 


Seq. ID 


LIB3094-022-Q1-K1-E9 


Method 


BLASTX 


NCBI GI 


g4454457 


BLAST score 


242 


E value 


1.0e-20 


Match length 


82 


% identity 


61 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


38363 


Seq. ID 


LIB3094-022-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g3036795 


BLAST score 


99 


E value 


8.0e-10 


Match length 


120 


% identity 


35 


NCBI Description 


(AL022373) putative protein [Arabidopsis thaliana 




>gi 3805857 emb CAA21477_ (AL031986) putative prol 




[Arabidopsis thaliana] 


Seq. No. 


38364 


Seq. ID 


LIB3094-022-Q1-K1-F3 


Method 


BLASTX 


NCBI GI 


g 4454457 


BLAST score 


260 


E value 


1.0e-22 


Match length 


94 


% identity 


55 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


38365 


Seq. ID 


LIB3094-022-Q1-K1-G3 


Method 


BLASTN 



5931 



NCBI GI 


g3273826 


BLAST score 


53 


E value 


5.0e-21 


Match length 


175 


& "i Hpnt i tv 


87 


NCBI Description 


Glycine max nodule-enhanced malate dehydrogenase (Mdh) 




gene, complete cds 


Sea No 


38366 


Seq. ID 


LIB3094-023-Q1-K1-B7 


Method 


BLASTN 


NCBI GI 


gl8644 


BLAST score 


32 


E value 


1.0e-08 


M^tph 1 pnath 


150 


O J- vaV 1 1 L- -L. u. y 


83 


NCRT Dp sprint ion 


Soybean mRNA for HMG-1 like protein 


Sea No 


38367 


Seq. ID 


LIB3094-023-Q1-K1-E12 


Method 


BLASTN 


NCBI GI 


g457569 


BLAST score 


40 


E value 


3. Oe-13 




214 


% i Hpnt i f v 


79 


NPRT Dp qpri r>t i on 

IN J_-J _L J—/ v> J_ X* *X Vw/ x X. 


Soybean mRNA for endo-xyloglucan transferase , partial cds 




38368 


Sea. ID 


LIB3094-023-Q1-K1-F4 


Mpf'l'iori 


BLASTN 


NfRT GT 


al675195 


BLAST score 


84 


E value 


2.0e-39 


Match lenath 


158 


& "i H (art "h 1 t~ V 


89 


NPRT npqr'ri nf i nn 

\J% Lj ~t~ V^> -L. _L* k> I* *L> s-/ 4 X 


Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 




complete cds 




38369 


Seq. ID 


LIB3094-023-Q1-K1-F7 


Method 


BLASTN 


NCBI GI 


g2920665 


BLAST score 


270 


E value 


1.0e-150 


Matoh 1 pnnth 


293 


^ A rJpnt" "i 1" v 

O XUC11UJ. Ljf 


98 




fil vrine max 2,4— D inducible alutathione S— transferase 




(GSTa) mRNA, complete cds 


Se»a No 


38370 


Seq. ID 


LIB3094-023-Q1-K1-H10 


Method 


BLASTN 


NCBI GI 


g2780193 


BLAST score 


70 


E value 


2.0e-31 


Match length 


86 



5932 



% identity 97 

NCBI Description Lupinus albus mRNA for adenine nucleotide translocator 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38371 

LIB3094-025-Q1-K1-A12 

BLASTX 

g2129889 

311 

6.0e-29 

77 
81 

methionine adenosyltransf erase 



(EC 2.5.1.6) 2 - garden pea 



38372 

LIB3094-025-Q1-K1-A2 

BLASTX 

g267079 

277 

1.0e-24 

109 

53 

TUBULIN BETA- 6 CHAIN >gi_320187_pir JQ1590 tubulin beta-6 

chain - Arabidopsis thaliana >gi_166904 (M84703) beta-6 
tubulin [Arabidopsis thaliana] 



Seq. No. 


38373 




oeq. lu 


LIB3094-025-Q1-K1- 


-A3 ' 


Method 


BLASTX 




NCBI GI 


gl326161 




BLAST score 


260 




E value 


7.0e-23 




Match length 


72 




% identity 


83 




NCBI Description 


(U54703) dehydrin 


[Phaseolus 


Seq. No. 


38374 




Seq. ID 


LIB3094-025-Q1-K1- 


-A4 


Method 


BLASTX 




NCBI GI 


gl326161 




BLAST score 


216 




E value 


1.0e-17 




Match length 


103 




% identity 


56 




NCBI Description 


(U54703) dehydrin 


[Phaseolus 


Seq. No. 


38375 




Seq. ID 


LIB3094-025-Q1-K1- 


-C6 


Method 


BLASTN 




NCBI GI 


gl326160 




BLAST score 


69 




E value 


1.0e-30 




Match length 


145 




% identity 


95 




NCBI Description 


Phaseolus vulgaris dehydrin 


Seq. No. 


38376 




Seq. ID 


LIB3094-025-Q1-K1 


-C7 



5933 



Method 



BLASTX 



NCBI GI 


g4454457 


D±St\iJ> 1 i_> O W J_ >3 


186 


TT TT3 1 IIP 

Hi value 


4 . Oe-14 


i v iaXdl xeiiy LI1 


64 




56 




(AC006234) unknown protein [Arabidopsis thaliana] 


O C ^ • • 


38377 


acq. xjj 


LIR30 94-025-O1-K1-G4 


IXlC LIIvJvJ. 


RT.ARTN 


NCBI GI 


g3449316 


BLAST score 


50 




4 . Oe-19 


LYlCl LL*li XClILj Lii 


167 






mptjt Hp^rri nt "i on 
LN J_> x ucoui xpuxun 


Arabidopsis thaliana genomic DNA, chromosome 5, TAC 




K9D7, complete sequence [Arabidopsis thaliana] 


i_? ^ \J * Liw • 


38378 


Qpa ID 


LIB30 94-02 6-Q1-K1-A3 


Method 


BLASTX 


NCBI GI 


g453980 


DX_IxiO 1 uDOL/J-C 


155 


& ValUc 




i*iaX-cn xengt.n 








M f* "Q X T"^ C« 4~* 1 T"\ +- 1 /-\ Y1 

1NU.D1 JjeSCilpT-lOIl 


t70QQAfi\ rTSTrtTTis— TTP— 1 ikp nrotein FTrifolium reoensl 




38379 


don in 


T.TR30 94-02 6-O1-K1-H5 


TvA/—N X* W a j^-J 


xjxxriO 1 /\ 


NuBX bl 


/I QOQ7Q 


BLAST score 


99 


E value 


2.0e-10 


i v icl LOIl XfcJIiy LII 




■5 laent-ix-y 




nldi uescrxpLxou 


fATfi^l^^cn nnt- a1- i ^r*a nrotpin f Arahn Hnn 4 ? i s thalianal 




>gi 4567258 gb AAD23672.1 AC007070 21 (AC007070) 




h^/r^n'hh a1~ "i 1 nrnt'p'i n TATabi doo55i s thaliana! 


Sea. No. 


38380 


Seq. ID 


LIB3094-026-Q1-K1-H8 


Method 


BLASTX 


NCBI GI 


gl708313 


BLAST score 


209 


E value 


3.0e-17 


Match length 


79 



clone 



% identity 

NCBI Description 



68 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 



38381 

LIB3094-027-Q1-K1-C10 
BLASTN 



5934 



# 



NCBI GI gl234899 

BLAST score 77 

E value 3.0e-35 

Match length 191 

% identity 94 

NCBI Description G.max mRNA for homeobox-leucine zipper protein 

Seq. No, 38382 

Seq. ID LIB3094-028-Q1-K1-E12 

Method BLASTX 

NCBI GI g2894592 

BLAST score 181 

E value 3.0e-13 

Match length 84 

% identity 46 

NCBI Description (AL021889) predicted protein [Arabidopsis thaliana] 




Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38383 

LIB3094-029-Q1-K1-B3 

BLASTX 

gl706329 

328 

7.0e-33 

109 

65 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_214 6788_pir S65471 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDC2) - Garden pea (fragment) 

>gi_1177605__emb_CAA91445_ (Z66544) pyruvate decarboxylase 
[Pisum sativum] 



Seq. No. 


38384 


Seq. ID 


LIB3094-029-Q1-K1-C11 


Method 


BLASTN 


NCBI GI 


g2052028 


BLAST score 


36 


E value 


7.0e-ll 


Match length 


124 


% identity 


82 


NCBI Description 


G.max mRNA for glutathione transferase 


Seq. No. 


38385 


Seq. ID 


LIB3094-029-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g2500354 


BLAST score 


168 


E value 


1.0e-18 


Match length 


73 


% identity 


67 


NCBI Description 


60S RIBOSOMAL PROTEIN L10 (EQM) >gi_1902894_db j__BAA194 62 




(AB001891) QM family protein [Solanum melongena] 


Seq. No. 


38386 


Seq. ID 


LIB3094-030-Q1-K1-B4 


Method 


BLASTX 


NCBI GI 


gl33405 


BLAST score 


178 



5935 



E value 
Match length 
% identity 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID"* 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



2.0e-13 

63 
59 

DNA- DIRECTED RNA POLYMERASE ALPHA CHAIN 

>gi_81956_pir S04384 DNA-directed RNA polymerase (EC 

2.7.7.6) alpha chain - garden pea chloroplast 
>gi_12180__emb_CAA33668_ (X15645) RNA polymerase alpha 
subunit (AA 1-334) [Pisum sativum] 

38387 

LIB3094-030-Q1-K1-E7 

BLASTX 

g2677830 

207 

1.0e-16 

76 

58 

(U93168) ribosomal protein L12 [Prunus armeniaca] 
38388 

LIB3094-033-Q1-K1-D4 

BLASTX 

gl762939 

191 

6.0e-15 

74 

50 

(U66266) ORF; able to induce HR-like lesions [Nicotiana 
tabacum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



■H9 



38389 

LIB3094-034-Q1-K1- 
BLASTX 
g3452497 
193 

8.0e-15 

96 

51 

(Y17796) ketol-acid reductoisomerase [Pisum sativum] 
38390 

LIB3094-035-Q1-K1-B4 

BLASTX 

g3421104 

278 

1.0e-24 

101 

51 

(AF043531) 20S proteasome beta subunit PBB2 [Arabidopsis 
thaliana] 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



38391 

LIB3094-035-Q1-K1-D9 

BLASTX 

g2804278 

429 

2.0e-42 



5936 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



136 
64 

(AB003516) squalene epoxidase [Panax ginseng] 
38392 

LIB3094-035-Q1-K1-G8 

BLASTX 

g4217999 

152 

5.0e-19 

74 

70 

(AC006135) putative ubiquitin — protein ligase 
(ubiquitin-conjugating enzyme) [Arabidopsis thaliana] 

38393 

LIB3094-036-Q1-K1-C5 

BLASTX 

gll74626 

235 

8.0e-20 

99 

57 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

(P23) >gi_1072463_pir A38959 IgE-dependent 

histamine-releasing factor homo log - potato 
>gi_587546_emb_CAA85519_ (Z37160) P23 protein [Solanum 
tuberosum] 

38394 

LIB3094-036-Q1-K1-F12 

BLASTN 

g457569 

78 

7.0e-36 

281 

83 

Soybean mRNA for endo-xyloglucan transferase, partial cds 
38395 

LIB3094-037-Q1-K1-C4 

BLASTN 

g575354 

134 

3.0e-69 

338 

85 

O.sativa SC34 mRNA for tumor suppressor 
38396 

LIB3094-037-Q1-K1-C7 

BLASTX 

g4006890 

153 

4.0e-10 

80 
50 



5937 



NCBI Description 



(Z99708) ubiquitin — protein ligase-like protein 
[Arabidopsis thaliana] 



Seq. No. 


38397 


Seq. ID 


LIB3094-037-Q1-K1-F11 


Mpthori 

L11W\1 


BLASTN 


NCBI GI 


g2624382 




180 


E value 


9.0e-97 


M^tph 1 pnrrth 


272 


9: t Hpni" "i tv 


92 


NCBI Description 


P. vulgaris mRNA for cinnamate 4-hydroxylase 


Seq. No. 


38398 


Seq. ID 


LIB3094-037-Q1-K1-H5 


L 1\3 tilwU 


BLASTX 


LN W JJ X O J. 






222 


ft* TT2 1 lip 
J_J V GLX LlC- 


3.0e-18 








7S 


NPRT np<?rri Dt ion 


(AC006234) unknown protein [Arabidopsis thaliana 


Qon Kirs 


O O O J J 


Seq. ID 


LIB3094-038-Q1-K1-B9 


Method 


BLASTN 


WPRT (IT 


a 3273826 


DT ACT 1 ocr^ro 




Hi value 


1 . Oe-08 


Mair 1 }! 1 on rTi - h 
ilex l, oil xciiy uii 


60 




88 




^1 vrinp nnHnl p-pnhanrpri tnalate de hvdro Ciena se 




gene r complete cds 


Seq. No. 


38400 


Seq. ID 


LIB3094-038-Q1-K1-F2 


Method 


BLASTX 


NCBI GI 


g399015 


BLAST score 


298 


E value 


3.0e-27 


Match length 


103 



(Mdh) 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



62 

ADP,ATP CARRIER PROTEIN PRECURSOR (ADP/ATP TRANSLOCASE) 

{ADENINE NUCLEOTIDE TRANSLOCATOR) (ANT) 
>gi_218145_dbj_BAA02161_ (D12637) ATP/ADP translocator 

[Oryza sativa] 

38401 

LIB3094-038-Q1-K1-F7 

BLASTX 

g3386615 

194 

5.0e-15 

103 

48 

(AC004 665) putative phosphomannomutase [Arabidopsis 
thaliana] 



5938 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38402 

LIB3094-039-Q1-K1-A1 

BLASTX 

g462195 

194 

3.0e-15 

78 

56 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi_100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190__ (X51910) GOS2 [Oryza sativa] 
>gi_3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 38403 

Seq. ID LIB3094-039-Q1-K1-A3 

Method BLASTN 

NCBI GI gl70007 

BLAST score 55 

E value 3.0e-22 

Match length 115 

% identity 87 

NCBI Description Soybean 18 kD late embryogenesis abundant (Lea) protein 
mRNA, complete cds 

Seq. No. 38404 

Seq. ID LIB3094-039-Q1-K1-B4 

Method BLASTN 

NCBI GI g2920665 

BLAST score 40 

E value 2.0e-13 

Match length 100 

% identity 85 

NCBI Description Glycine max 2,4-D inducible glutathione S-transferase 
(GSTa) mRNA, complete cds 

Seq. No. 38405 

Seq. ID LIB3094-039-Q1-K1-D2 

Method BLASTN 

NCBI GI gl8764 

BLAST score 237 

E value 1.0e-130 

Match length 309 

% identity 94 

NCBI Description G.max tefSl gene for elongation factor EF-la 

Seq. No. 38406 

Seq. ID LIB3094-039-Q1-K1-G2 

Method BLASTX 

NCBI GI gll69384 

BLAST score 159 

E value 6.0e-ll 

Match length 95 

% identity 40 

NCBI Description DNAJ PROTEIN HOMOLOG ANJ1 >gi_543510_pir JQ2142 chaperone 

ANJ1 protein - Atriplex nummularia 



5939 



§&q. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38407 

LIB3094-041-Q1-K1-G8 

BLASTN 

gl9394 

38 

5.0e-12 

98 

70 

Tomato U3 small nuclear RNA gene 
38408 

LIB3094-041-Q1-K1-H5 

BLASTN 

g310575 

165 

7.0e-88 

267 

93 

Glycine max nodulin-26 mRNA, complete cds 
38409 

LIB3094-043-Q1-K1-D1 

BLASTN 

gl675195 

108 

1.0e-53 

262 

85 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38410 

LIB3094-043-Q1-K1-D5 

BLASTX 

g!710546 

197 

9.0e-16 

59 

71 

60S RIBOSOMAL PROTEIN L36 >gi_1276967 
ribosomal protein [Daucus carota] 



(U47095) putative 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 



38411 

LIB3094-043-Q1-K1-G11 

BLASTN 

gl675195 

46 

5.0e-17 

94 

88 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 

38412 

LIB3094-044-Q1-K1-E4 
BLASTX 



5940 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl708313 
257 

1.0e-22 

86 

65 

HEAT SHOCK PROTEIN 81-3 (HSP81-3) >gi_999396_bbs_163637 
(S77849) heat-shock Protein=HSP81-3 [Arabidopsis 
thaliana=thale-cress, Peptide, 699 aa] [Arabidopsis 
thaliana] 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38413 

LIB3094-045-Q1-K1-A11 

BLASTN 

g857392 

85 

4.0e-40 

137 

91 

Glycine max mRNA for mitotic cyclin al-type, complete cds 



Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38414 

LIB3094-045-Q1-K1-F8 

BLASTX 

g3386615 

293 

2.0e-26 

85 ^ ^ ' ^ 

68 

(AC004 665) putative phosphomannomutase [Arabidopsis 
thaliana] 



Seq. No. 


38415 


Seq. ID 


LIB3094-047-Q1-K1-A9 


Method 


BLASTN 


NCBI GI 


gl234899 


BLAST score 


133 


E value 


1.0e-68 


Match length 


209 


% identity 


91 


NCBI Description 


G.max mRNA for homeobox 


Seq. No. 


38416 


Seq. ID 


LIB3094-047-Q1-K1-D2 


Method 


BLASTN 


NCBI GI 


g!9394 


BLAST score 


42 


E value 


2.0e-14 


Match length 


98 


% identity 


71 


NCBI Description 


Tomato U3 small nuclear 


Seq. No. 


38417 


Seq. ID 


LIB3094-047-Q1-K1-F9 


Method 


BLASTX 


NCBI GI 


g2511541 


BLAST score 


220 


E value 


3.0e-18 



5941 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



91 
49 

(AF020787) 



DNA-binding protein GBP16 [Oryza sativa] 



38418 

LIB3094-048-Q1-K1-A2 

BLASTN 

gl69980 

194 ^ 

1.0e-105 

278 

92 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 



Seq, No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38419 

LIB3094-048-Q1-K1-B2 

BLASTX 

g4469020 

165 

2-0e-ll 

67 
48 

(AL035602) 
thaliana] 



putative protein (fragment) [Arabidopsis 



Seq. 
Seq. 



No. 

ID 



38420 

LIB3094-048--Q1-K1-D3 



Method 


BLASTX 


NCBI GI 


g2244934 


BLAST score 


141 


E value 


3.0e-09 


Match length 


48 


% identity 


60 


NCBI Description 


(Z97339) 




[Arabido] 


Seq. No. 


38421 


Seq. ID 


LIB3094- 


Method 


BLASTN 


NCBI GI 


g2270989 


BLAST score 


33 


E value 


6.0e-09 


Match length 


45 


% identity 


93 


NCBI Description 


Glycine ] 


Seq. No. 


38422 


Seq. ID 


LIB3094- 


Method 


BLASTN 


NCBI GI 


g2463568 


BLAST score 


103 


E value 


5.0e-51 


Match length 


231 


% identity 


86 


NCBI Description 


Glycine 


Seq. No. 


38423 



(GmPM12) mRNA, complete cds 



5942 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3094-049-Q1-K1-C5 
BLASTN V 
gl336081 
92 

3.0e-44 

344 
82 

Glycine max var. Century ascorbate peroxidase 2 (APx2) 
mRNA, complete cds 

38424 

LIB3094-049-Q1-K1-D12 

BLASTX 

gl495251 

100 

3.0e-09 

82 

44 

(Z70314) heat-shock protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



38425 

LIB3094-049-Q1-K1-E3 

BLASTX 

g3810598 

151 

8.0e-10 

96 

36 

(AC005398) putative endo-xyloglucan transferase 
[Arabidopsis thaliana] 

38426 

LIB3094-049-Q1-K1-F11 

BLASTN 

g!321821 

42 

2.0e-14 

273 

81 

G.max mRNA for glycinamide ribonucleotide trans formylase 
38427 

LIB3094-049-Q1-K1-G11 

BLASTX 

g4217999 

141 

7.0e-09 

40 

70 

(ACO 06135) putative ubiquitin — protein ligase 
(ubiquitin-conjugating enzyme) [Arabidopsis thaliana] 

38428 

LIB3094-049-Q1-K1-G6 

BLASTN 

g310575 

109 



5943 



E value 


2. Oe-54 


Ma1~ph lpncrhh 


209 




88 


KIPRT D^ i< 5r , Ti'Dt ion 


Glycine max 


c^n" Mo 


38429 


Seq. ID 


LIB3094-050- 


Method 


BLASTX 


NCBI GI 


g464444 


BLAST score 


150 


E value 


3.0e-10 


Match length 


65 


% identity 


48 


NCBI Description 


PROTEASOME, 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



30 KD SUBUNIT (MULT I CATALYTIC ENDO PEPTIDASE 

COMPLEX 30 KD SUBUNIT) >gi_541889_pir S39900 proteasome 

Arabidopsis thaliana >gi_166830 (M984 95) proteasome 
[Arabidopsis thaliana] 

38430 

LIB3094-051-Q1-K1-A12 

BLASTN 

g2920665 

184 

3.0e-99 

240 

95 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38431 

LIB3094-052-Q1-K1-A10 

BLASTX 

g462195 

173 

2.0e-12 

85 

47 

PROTEIN TRANSLATION FACTOR SUI1 HOMOLOG (GOS2 PROTEIN) 

>gi__100682_pir S21636 GOS2 protein - rice 

>gi_20238_emb_CAA36190_ (X51910) GOS2 [Oryza sativa] 
>gi__3789950 (AF094774) translation initiation factor [Oryza 
sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38432 

LIB3094-052-Q1-K1-F3 

BLASTN 

g4193387 

71 

1.0e-31 

139 

88 

Hevea brasiliensis translationally controlled tumor protein 
(TCTP) mRNA, complete cds 



Seq. No. 
Seq. ID 
Method 



38433 

LIB3094-053-Q1-K1-B5 
BLASTX 



5944 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



^Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
NCBI Description 



gl706325 
139 

5.0e-09 

42 
71 

PYRUVATE 
pyruvate 
(U26660) 



DECARBOXYLASE ISOZYME 1 (PDC) >gi_476286 (U07339) 
decarboxylase 1 [Oryza sativa] >gi_1098559 
pyruvate decarboxylase [Oryza sativa] 



38434 

LIB3094-053-Q1-K1-B8 

BLASTN 

g2262155 

48 

7.0e-18 

76 
91 

DNA sequence of Arabidopsis thaliana BAC F5J6 from 
chromosome IV, complete sequence [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



38435 

LIB3094-054-Q1-K1-B12 

BLASTX 

g2578823 

296 

9.0e-27 

130 

50 

(AB000835) similar to YGR200c [Arabidopsis thaliana] 
38436 

LIB3094-054-Q1-K1-G8 

BLASTN 

g3821780 

34 

1.0e-09 

34 

59 

Xenopus laevis cDNA clone 27A6-1 
38437 

LIB3094-055-Q1-K1-F3 

BLASTN 

gl8529 

236 

1.0e-130 

465 

100 

G.max Gmachs2 gene for chalcone synthase 
38438 

LIB3094-056-Q1-K1-C11 

BLASTX 

gl706329 

336 

2.0e-31 
104 



5945 



# 

% identity 67 
NCBI Description PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_2146788_pir S65471 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDC2) - Garden pea (fragment) 

>gi_1177605_emb_CAA91445_ (Z66544) pyruvate decarboxylase 
[Pisum sativum] 




Seq. No. 38439 

Seq. ID LIB3094-056-Q1-K1-D3 

Method BLASTX 

NCBI GI g2914706 

BLAST score 185 

E value 6.0e-14 

Match length 65 

% identity 51 

NCBI Description (AC003974) putative homeobox protein [Arabidopsis thaliana] 

Seq. No. 38440 

Seq. ID LIB3094-056-Q1-K1-F5 

Method BLASTX 

NCBI GI g4567220 

BLAST score 260 

E value 1.0e-22 

Match length 91 

% identity 59 

NCBI Description (AC007119) hypothetical protein, 3 f partial [Arabidopsis 
thaliana] 

Seq. No. 38441 

Seq. ID LIB3094-058-Q1-K1-E6 

Method BLASTX 

NCBI GI g951449 

BLAST score 153 

E value 3.0e-13 

Match length 49 

% identity 73 

NCBI Description (L46681) aspartic protease precursor [Lycopersicon 
esculentum] 

Seq. No. 38442 

Seq. ID LIB3094-058-Q1-K1-G11 

Method BLASTN 

NCBI GI g457569 

BLAST score 95 

E value 5.0e-46 

Match length 267 

% identity 84 

NCBI Description Soybean mRNA for endo-xyloglucan transferase, partial cds 



Seq. No. 38443 

Seq. ID LIB3094-058-Q1-K1-G9 

Method BLASTX 

NCBI GI g3236242 

BLAST score 17 6 

E value 1.0e-12 

Match length 98 

% identity 47 



5946 



NCBI Description 



(AC004 684) putative ribosomal protein L36 [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38444 

LIB3094-059-Q1-K1-C4 

BLASTX 

g2959767 

209 

5.0e-17 

81 
49 

(AJ002584) At MRP 4 [Arabidopsis thaliana] >gi_3738292 
(AC005309) glutathione-con jugate transporter AtMRP4 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38445 

LIB3094-060-Q1-K1-B12 

BLASTX 

g531829 

191 

2.0e-14 

72 
57 

(U12390) beta-galactosidase alpha peptide [cloning vector 
pSportl] 

38446 

LIB3094-060-Q1-K1-D11 

BLASTN 

g2642237 

41 

1.0e-13 

150 
86 

Glycine max endoplasmic reticulum HSC70-cognate binding 
protein precursor (BIP) mRNA, complete cds 



Seq. No. 


38447 


Seq. ID 


LIB3094-060-Q1-K1-D12 


Method 


BLASTN 


NCBI GI 


g2780193 


BLAST score 


85 


E value 


4.0e-40 


Match length 


145 


% identity 


90 


NCBI Description 


Lupinus albus mRNA for adenine 


Seq. No. 


38448 


Seq. ID 


LIB3094-060-Q1-K1-D9 


Method 


BLASTN 


NCBI GI 


g2921511 


BLAST score 


35 


E value 


3.0e-10 


Match length 


55 


% identity 


91 


NCBI Description 


Fritillaria agrestis GF14 prot 



5947 





Qprr Kin 


38449 




Sea. ID 


LIB3094-060-Q1-K1-E2 




Method 


BLASTN 




NCBI GI 


g2921511 




BLAST score 


104 






2.0e-51 




Matph 1 pnrrth 


216 




S: -| Hpnt i t" v 


87 




NPRT npqrri rjt" "1 on 


Fritillaria agrestis GF14 protein (GRF) mRNA, complete cds 




Serf Nfn 


38450 




Sea. ID 


LIB3094-060-Q1-K1-H2 




i. ItS L- 1 1UU. 


BLASTN 




NCRT GI 


al675195 




BLAST score 


70 




E value 


5.0e-31 




Match lenath 


226 




9r A (Hpflf "1 t* V 

O ±UU11L1 Ly 


83 






Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 


;~ 




("•nTTinl pfp pds 






-J O *± *J X 




Seq. ID 


LIB3 094-0 62 -01-K1-A1 




Mpt hod 


BLASTN 




NPRT GT 


a2920665 




BLAST score 


207 


^ = 


E value 


1.0e-113 




Mat rh 1 pnnth 

ilCt L. Oil JL CLiy L.1 i 


247 




§■ A /-jpfi f- A -i-\r 


96 






f^wnin^ mav 9 d— n inHnnihl p rrl nfa th i nnp F>— t fans f prase 






(GSTa) mRNA, complete cds 




OCtJ • LNU • 


R9 

JO 1JZ. 


^„ 


Oci^. X u 


T,TR^nQ4-nfi?-D1 -K1 -R7 

J_I ±DJU J i \J \J \s _L 1A.X O / 




Mpt hod 


BLASTX 




NCBI GI 


gll9167 




BLAST score 


195 




E value 


l.Qe-15 




Match length 


59 




% identity 


64 




NCBI Description 


ELONGATION FACTOR 2 (EF-2) >gi 421771 pir S32819 



translation elongation factor eEF-2 - Chlorella kessleri 
>gi_167245 (M68064) elongation factor 2 [Chlorella 

kessleri] >gi_228693_prf 1808323A elongation factor 2 

[Chlorella kessleri] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38453 

LIB3094-062-Q1-K1-C3 

BLASTX 

gl!73198 

177 

3.0e-13 

52 
71 

40S RIBOSOMAL PROTEIN S13 >gi_4 80095_pir S36423 ribosomal 

protein S13.e - garden pea >gi_396639_embj3AA80974_ 
(Z25509) ribosomal protein S13 [Pisum sativum] 



5948 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



3B454 

LIB3094-062-Q1-K1-D2 

BLASTN 

g!675195 

41 

5.0e-14 

93 
86 

Pisum sativum (clone PsRCI22-3) callus protein P23 mRNA, 
complete cds 

38455 

LIB3094-062-Q1-K1-E9 

BLASTX 

g2507443 

236 

4.0e-20 

68 

71 

TRANSLATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) (23 
KD CALLUS PROTEIN) (P23) >gi_1675196 (L47968) callus 
protein P23 [Pisum sativum] 



Seq. No. 


38456 


Seq. ID 


LIB3094-062-Q1-K1-H9 


Method 


BLASTX 


NCBI CjI 


giO JLo04U 


BLAST score 


143 


E value 


4.0e-09 


Match length 


67 


% identity 


46 


NCBI Description 


(U53418) UDP-glucose dehydrogenase [Glycine max] 


Seq. No. 


38457 


Seq. ID* 


LIB3094-063-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


gl495251 


BLAST score 


217 


E value 


4.0e-18 


Match length 


73 


% identity 


58 


NCBI Description 


(Z70314) heat-shock protein [Arabidopsis thaliana 


Seq. No. 


38458 


Seq. ID 


LIB3094-063-Q1-K1-B9 


Method 


BLASTX 


NCBI GI 


gll69384 


BLAST score 


213 


E value 


1.0e-17 


Match length 


59 


% identity ~# 


66 


NCBI Description 


DNAJ PROTEIN HOMOLOG ANJ1 >gi_543510_pir JQ2142 




ANJ1 protein - Atriplex nummularia 


Seq. No. 


38459 


Seq. ID 


LIB3094-064-Q1-K1-B10 



5949 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 



BLASTN 

g2463568 

57 

1.0e-23 

110 

93 

Glycine max mRNA for squalene synthase, complete cds 
38460 

LIB3094-064-Q1-K1-B8 

BLASTN 

g310575 

32 

8.0e-09 

60 

88 

Glycine max nodulin-26 mRNA, complete cds 
38461 

LIB3094-064-Q1-K1-D8 

BLASTN 

gl666233 

113 

6.0e-57 

153 

94 

Pisum sativum actin (PEAcl4) mRNA, complete cds 
>gi_1724142_gb_U81049_PSU8104 9 Pisum sativum actin (PEAcl4) 
mRNA, complete cds 

38462 

LIB3094-065-Q1-K1-C7 

BLASTX 

g4454457 

299 

3.0e-27 

77 

74 

(AC006234) unknown protein [Arabidopsis thaliana] 
38463 

LIB3094-065-Q1-K1-F10 

BLASTN 

gl8764 

190 

1.0e-103 

254 
94 

G.max tefSl gene for elongation factor EF-la 
38464 

LIB3094-066-Q1-K1-E7 

BLASTX 

g4469020 

156 

2.0e-10 

52 



5950 



% identity 

NCBI Description 



58 

(AL035602) putative protein (fragment) 
thaliana] 



[Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No, 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38465 

LIB3094-067-Q1-K1-B2 

BLASTX 

g3108209 

527 

7.0e-54 

123 

80 

(AF028809) eukaryotic cap-binding protein [Arabidopsis 
thaliana] 

38466 

LIB3094-067-Q1-K1-E4 

BLASTN 

g458339 

85 

4.0e-40 

205 

85 

Vigna radiata clone pVR-AC02 

1-aminocyclopropane-l-carboxylate oxidase homolog mRNA, 
partial cds 

38467 

LIB3094-068-Q1-K1-C1 

BLASTN 

g310575 

54 

6.0e-22 

120 

93 

Glycine max nodulin-26 mRNA, complete cds 
38468 

LIB3094-068-Q1-K1-F9 

BLASTN 

gl9701 

75 

3.0e-34 

155 

87 

N.plumbaginifolia mRNA NeIF-5A2 for initiation factor 5A(2) 



38469 

LIB3094-069-Q1-K1-F7 

BLASTN 

gl70007 

41 

1.0e-13 

132 

91 

Soybean 18 kD late embryogenesis abundant 
mRNA, complete cds 



(Lea) protein 



5951 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38470 

LIB3094-069-Q1-K1-G12 

BLASTN 

gl8644 

126 

1.0e-64 

154 

95 

Soybean mRNA for HMG-1 like protein 
38471 

LIB3094-071-Q1-K1-C3 

BLASTX 

g3915826 

268 

1.0e-23 

99 

53 

60S RIBOSOMAL PROTEIN L5 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38472 

LIB3094-071-Q1-K1-D10 

BLASTX 

gl658197 

172 

2.0e-12 

100 

37 

(U74630) 
(U74631) 



calreticulin 
calreticulin 



[Ricinus communis] 
[Ricinus communis] 



>gi_1763297 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38473 

LIB3094-072-Q1-K1-C6 

BLASTX 

gll68196 

220 

5,0e-18 

80 
62 

14-3-3-LIKE PROTEIN >gi_555974 (U15036) 
[Pisum sativum] 



14-3-3-like protein 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38474 

LIB3094-072-Q1-K1-D10 

BLASTX 

g2129583 

245 

3.0e-26 
122 
55 

ferritin 
(X94248) 



- Arabidopsis thaliana >gi_124 6401_emb_CAA63932_ 
ferritin [Arabidopsis thaliana] 



Seq. No. 
Seq. ID 
Method 



38475 

LIB3094-072-Q1-K1-D9 
BLASTX 



5952 



NCBI GI 


g4558672 


BLAST score 


143 


E value 


3.0e-09 " 


Match length 


66 


% identity 


42 


NCBI Description 


(AC007063) putative 1, 3-beta-D-glucan synthase 




thaliana] 


Seq. No. 


38476 


Seq. ID 


LIB3094-072-Q1-K1-H1 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


75 


E value 


4.0e-34 


Ma t ch 1 engt h 


243 


% identity 


83 


NCBI Description 


Glycine max nodulin-26 mRNA, complete cds 


Seq. No. 


38477 


Seq. ID 


LIB3094-072-Q1-K1-H5 


Method 


BLASTN 


NCBI GI 


g310575 


BLAST score 


245 


E value 


1.0e-135 


Match length 


398 


% identity 


93 


NCBI Description 


Glycine max nodulin-26 mRNA, complete cds 


Spo No 


38478 


Seq. ID 


LIB30 94-07 3-Q1-K1-A8 


Method 


BLASTX 


NCBI GI 


g2982303 


BLAST score 


294 


E value 


2.0e-26 


Match length 


86 


% identitv 


63 


NCBI Description 


(AF051236) hypothetical protein [Picea mariana 


Seq. No. 


38479 


Seq. ID 


LIB3094-073-Q1-K1-C10 


Method 


BLASTX 


NCBI GI 


g4206209 


BLAST score 


161 


E value 


2.0e-ll 


Match length 


77 


% identity 


45 


NCBI Description 


(AF071527) putative glucan synthase component 




thalianal >ai 4263042 ab AAD15311 (AC005142) i 




glucan synthase component [Arabidopsis thalian 


Sea. No 


38480 


Seq. ID 


LIB3094-073-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


gll68189 


BLAST score 


139 


E value 


1.0e-08 


Match length 


72 



5953 



% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



49 

14-3-3-LIKE PROTEIN A (VFA-1433A) >gi_1076542_pir S52899 

14-3-3 brain protein homolog - fava bean 
>gi_695765_emb_CAA88415_ (Z48504) 14-3-3 brain protein 
homolog [Vicia faba] 

38481 

LIB3094-073-Q1-K1-D1 

BLASTX 

g548746 

268 

1.0e-23 

82 

67 

5 OS RIBOSOMAL PROTEIN L12, CHLOROPLAST PRECURSOR (CL12) 

>gi_478604_pir S21111 ribosomal protein L12 precursor, 

chloroplast - wood tobacco >gi_248303_bbs_93167 (S93166)- 
ribosomal protein L12, CL12 [Nicotiana sylvestris=tobacco, 
leaf, Peptide Chloroplast, 186 aa] [Nicotiana sylvestris] 



beq. wo. 


1Q A Q 0 


QArr TP! 

oeq. ±u 


T TR^0Q4-07^-m -Kl —PS 






NCBI GI 


g4454457 


BLAST score 


206 


E value 


z . ue i o 


Match length 


/ o 


% identity 


0 / 


NCBI Description 


IAv^uudzj4; unjcnown protein 


beq. wo. 


Jo4o J 


q^rr Tn 
C tr Lj^ . 


LIB3094-073-O1-K1-G11 


Method 


BLASTN 


NCBI GI 


g!321821 


BLAST score 


78 


E value 


6.0e-36 


Match length 


198 


% identity 


86 


NCBI Description 


G.max mRNA for glycinamide 


Seq. No. 


38484 


Seq. ID 


LIB3094-074-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g3452086 


BLAST score 


51 


E value 


9.0e-20 


Match length 


67 


% identity 


96 


NCBI Description 


Glycine max mRNA for 14-3- 


Seq. No. 


38485 


Seq. ID 


LIB3094-074T-Q1-K1-G12 


Method 


BLASTN 


NCBI GI 


g4193387 


BLAST score 


69 - 


E value 


2.0e-30 


Match length 


141 



3 protein, partial 



5954 



% identity 

NCBI Description 



87 

Hevea brasiliensis translationally controlled tumor protein 
(TCTP) mRNA, complete cds 



Seq. No, 


38486 




Seq. ID 


LIB3094-074- 


■Q1-K1-G6 


Method 


BLASTX 




NCBI GI 


g542157 




BLAST score 


284 




E value 


7.0e-26 




M^iT'h 1 pnerfh 

lid L>Vu>Xl XCi^H uil 


67 


- 


% identity 


79 




NCBI Description 


ribosomal 5£ 


! RNA — binding protein - Rice 


Seq, No. 


38487 




Seq. ID 


LIB3094-075- 


■Q1-K1-A10 


Method 


BLASTN 




NCBI GI 


g2920665 




BLAST score 


194 




E value 


1.0e-105 




Match lencth 


245 




% "i H^nt" 1 +* v 


96 




NCBI Description 


Glycine max 


2/4 — D inducible glutathione 




(GSTa) mRNA, 


complete cds 


Seq. No. 


38488 




Seq. ID 


LIB3094-075- 


■Q1-K1-A7 


Method 


BLASTX 




NCBI GI 


g!170891 




BLAST score 


140 




E value 


8.0e-09 




Match length 


60 




% identity 


53 





S-transferase 



NCBI Description 



MEMBRANE CHANNEL PROTEIN >gi_558058 
channel protein [Medicago sativa] 



(L36881) membrane 



Seq. No. 


38489 


Seq. ID 


LIB3094-075-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


g4454457 


BLAST score 


144 


E value 


4.0e-09 


Match length 


69 


% identity 


41 


NCBI Description 


(AC006234) unknown protein 


Seq. No. 


38490 


Seq. ID 


LIB3094-077-Q1-K1-A10 


Method 


BLASTX 


NCBI GI 


g266945 


BLAST score 


283 


E value 


1.0e-25 


Match length 


77 


% identity 


75 


NCBI Description 


60S RIBOSOMAL PROTEIN L9 (( 



>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA46273_ (X65155) GA [Pisum sativum] 



5955 



>gi_1279645_emb_CAA65987_ 
[Pisum sativum] 



(X97322) ribosomal protein L9 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38491 

LIB3094-077-Q1-K1-A11 

BLASTX 

g266945 

183 

5.0e-14 

81 
54 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_einb_CAA46273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 

38492 

LIB3094-077-Q1-K1-B11 

BLASTX 

g266945 

232 

1.0e-19 

82 
62 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA4 6273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987__ (X97322) ribosomal protein L9 
[Pisum sativum] 

38493 

LIB3094-077-Q1-K1-B12 

BLASTX 

g266945 

211 

4.0e-17 

81 

58 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA46273_ (X65155) GA [Pisum sativum] 
>gi_1279645_emb_CAA65987_ (X97322) ribosomal protein L9 
[Pisum sativum] 

38494 

LIB3094-077-Q1-K1-C9 

BLASTX 

g266945 

189 

1.0e-16 

81 
62 

60S RIBOSOMAL PROTEIN L9 (GIBBERELLIN-REGULATED PROTEIN GA) 

>gi_100065_pir S19978 ribosomal protein L9 - garden pea 

>gi_20727_emb_CAA46273_ (X65155) GA [Pisum sativum] 
>gi_127 9645_emb_CAA65987_ (X97322) ribosomal protein L9 



5956 



# 



[Pisum sativum] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38495 

LIB3094-078-Q1-K1-A10 

BLASTX 

g4115925 

247 

3.0e-21 

88 

32 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23 f N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38496 

LIB3094-078-Q1-K1-D9 

BLASTX 

g543868 

140 

9.0e-09 

63 

43 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 

>gi_i07 6683__pir B47493 H+-transporting ATP synthase (EC 

3.6.1.34) epsilon chain - .sweet potato 

>gi_303625_dbj_BAA03527_ (D14700) Fl-ATPase epsilon-subunit 
[Ipomoea batatas] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity - 

NCBI Description 



38497 

LIB3094-078-Q1-K1-G1 

BLASTN 

g2739043 

55 

3.0e-22 

159 

84 

Glycine max polyphosphoinositide binding protein Sshlp 
(SSH1) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38498 

LIB3094-079-Q1-K1-B4 

BLASTX 

g4490732 

187 

3.0e-14 

104 

47 

(AL035709) phosphoenolpyruvate carboxykinase 
protein [Arabidopsis thaliana] 



(ATP) -like 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



38499 

LIB3094-079-Q1-K1-E8 

BLASTX 

gl35442 

233 

1.0e-19 



5957 



Match length 
% identity v 
NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



80 
60 

TUBULIN BETA-1 CHAIN >gi_71590_pir UBMUBM tubulin beta-1 

chain - Arabidopsis thaliana >gi_166922 (M20405) beta-1 
tubulin [Arabidopsis thaliana] 

38500 

LIB3094-080-Q1-K1-C11 

BLASTX 

g3695379 

282 

4.0e-25 

126 

48 

(AF096370) contains similarity to a C. elegans hypothetical 
protein F44G4.1 (GB:Z49910) and several yeast hypothetical 
proteins such as 35.1 KD protein in NAM8-GAR1 intergenic 
region (SP:P38805) [Arabidopsis thaliana] 

38501 

LIB3094-081-Q1-K1-A4 

BLASTN 

gl9394 

46 

8.0e-17 

98 
71 

Tomato U3 small nuclear RNA gene 



38502 

LIB3094-081-Q1-K1-C12 

BLASTX 

g464720 

112 

1.0e-08 

61 

62 

40S RIBOSOMAL PROTEIN S28 >gi_409184 
protein S28 [Arabidopsis thaliana] 



(L09755) ribosomal 



Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 
NCBI GI 
BLAST score 
E value 
Match length 



38503 

LIB3094-081-Q1-K1-D4 

BLASTN 

gl8764 

128 

8.0e-66 

231 

89 

G.max tefSl gene for elongation factor EF-la 
38504 

LIB3094-081-Q1-K1-F5 

BLASTN 

g457569 

208 

1.0e-113 
284 



5958 



% identity 
NCB]f Description 



93 

Soybean mRNA for endo-xyloglucan transferase, partial cds 



Seq. No. 


38505 


Seq. ID 


LIB3094-082-Q1-K1-A3 


Method 


BLASTN 


NCBI GI 


g2270989 


BLAST score 


63 


E value 


5.0e-27 


Match length 


122 


% identity 


89 


NCBI Description 


Glycine max dehydrin {GmPM12) mRNA, com; 


Seq. No. 


38506 


Seq. ID 


LIB3094-082-Q1-K1-B6 


Method 


BLASTX 


NCBI GI 


g4138583 


BLAST score 


225 


E value 


1.0e-18 


Match 1 ennth 


83 


Ik t Hpnt t1"v 


61 


NCBI Description 


(Y10821) plastidic ATP/ADP-transporter 


Seq. No. 


38507 


Seq. ID 


LIB3094-082-Q1-K1-B8 


Method 


BLASTX 


NCBI GI 


a4138583 


BLAST score 


185 


E value 


2.0e-14 




55 


% "i Hf^nt" "i 1" v 

o xvj.d 1 J- y 


73 


NCBI Description 


(Y10821) plastidic ATP/ADP-transporter 


Seq. No. 


38508 


Seq. ID 


LIB3094-082-Q1-K1-D9 


Method 


BLASTX 


NCBI GI 


gll69384 


BLAST score 


151 


F va 1 hp 

J-J V U XUv 


2. 0e-10 


Match length 


50 


§: i Hpnt" it v 

o -X. 1 J. l» y 


64 


NCBI Description 


DNAJ PROTEIN HOMOLOG ANJ1 >ai 543510 oi 




ANJl protein — Atriplex nummularia 


Seq. No. 


38509 


Seq. ID 


LIB3094-084-Q1-K1-A7 


Method 


BLASTN 


NCBI GI 


g2920665 


BLAST score 


113 


E value 


7.0e-57 


Match length 


197 


% identity 


90 


NCBI Description 


Glycine max 2,4-D inducible glutathione 




(GSTa) mRNA, complete cds 


Seq. No. 


38510 


Seq. ID 


LIB3094-085-Q1-K1-B5 



S-transferase 



5959 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No, 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 



BLASTX 

g4454457 

265 

1.0e-23 

71 
73 

(AC006234) 



unknown protein [Arabidopsis thaliana] 



38511 

LIB3094-085-Q1-K1-C11 

BLASTX 

g3986110 

177 

2.0e-13 

61 

62 

(AB012716) heat shock protein 70 cognate [Salix gilgiana] 
38512 

LIB3094-085-Q1-K1-F2 

BLASTN 

gl234899 

66 

7.0e-29 

175 

83 

G.max mRNA for home obox- leu cine zipper protein 
38513 

LIB3094-085-Q1-K1-G7 

BLASTX 

g!706329 

263 

2.0e-23 

59 
80 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_2146788_pir S 654 71 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDC2) - Garden pea (fragment) 

>gi_1177605_emb_CAA91445_ (Z66544) pyruvate decarboxylase 
[Pisum sativum] 

38514 

LIB3094-085-Q1-K1-G8 

BLASTN 

gll77604 

122 

5.0e-62 

270 

86 

P. sativum mRNA for pyruvate decarboxylase (PDC2) 
38515 

LIB3094-086-Q1-K1-F1 

BLASTN 

gl8644 

43 



5960 




E value 


4.0e-15 


Match length. 


51 


9; T rjpnf i fv 


96 


NCBI Descirxpt ion 


Soybean itiRNA for HMG - 1 like protein 


Cprr Ma 


38516 


Seq. ID 


LIB3094-087-O1-K1-A12 


Method 


BLASTX 


NCBI GI 


g4091806 


BLAST score 


371 


E value 1 


5 Oe-36 


Ma t* cYi 1 e n crt h 


11 




83 


NCBI Description 


(AF052585) CONSTANS-like protein 2 [Malus domestica] 


5! p rr "NFn 


38517 


Seq. ID 


LIB3094-087-O1-K1-A3 


Mp1~ hod 


BLASTN 


NCBI GI 


g218188 


BLAST score 


55 


F! T7"a 1 no 

ill V d_L LLC? 


4 Oe-22 


M^fph 1 at*k"t1~I") 


123 


2; -I H^nt* "i 1" v 




NCBI Description 


Rice itiRNA for poly- ubiquitin, partial sequence 




JO JIO 


Sea ID 


LIB3094-088-O1-K1-B12 


Method 

L XV»* UllvMi 


BLASTX 


NCBI GI 


a2895904 


BLAST score 


256 


E value 


5. Oe-22 


Mat*r , h 1 pnnth 


120 


§: "idpnt" i "t - v 


44 




^AFTIdfiQI &\ rrl nfaTni no o \ 7-n i - Vi o i - a q f^> +~ \rr\& TTT rRnnm' nnroprnQ 
\nj. u^u^iu / y _l ui u. cu.LL_LiiG o y iiLiic i_doc u yk/C 111 |_ l\li-Lll_l i ik_/> v_* w li o 




f lavef aciens ] 


Q^rr Kin 


38^1 9 


Sea. ID 


LIB3G94-088-O1-K1-B4 


Method 


BLASTX 




al710546 


BLAST score 


181 


E value 


1.0e-13 


Ma"hr*h 1 p>nrrt*h 

Liu UU11 XC11LJ Lll 


64 
u*i 


& i dpirt" t t v 

O -i- 1 L J_ L y 


59 


1NV>D1 UCOUll,pLXUH 


fifm RTRD^flMAT. PROTFTM T >rH 197fiQfi'7 ^n47nQR^ nn +- a t- 1 it( 

UUu £\-L lJ\J&KJLrlnJu JT I\VJ 1 Hi J. IN LJO ^yJL 1^ r D^U / ^U*i/U_?jy pULaUXVt 




ribosomal Drotein rnanpn^ parotal 


O C ^ • IN \J • 


JO 


Sea ID 


LIB3094-088-O1-K1-D10 


Method 


BLASTX 




all S20fi 


BLAST score 


235 


E value 


6.0e-20 


Match length 


76 


% identity 


61 


NCBI Description 


C- 1 -TETRAHYDRO FOLATE SYNTHASE, CYTOPLASMIC (Cl-THF 




SYNTHASE) ( ME THYLENETET RAH YDRO FOLATE DEHYDROGENASE / 



5961 



€1 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



METHENYLTET RAH YDRO FOLATE CYCLOHYDROLASE / 

FORMYLTETRAHYDRO FOLATE SYNTHETASE >gi_88152_pir A31903 

Cl-tetrahydrofolate synthase - human >gi_307178 (J04031) 
MDMCSF (EC 1.5.1.5; EC 3.5.4.9; EC 6.3.4.3) [Homo sapiens] 

38521 

LIB3094-088-Q1-K1-F10 

BLASTX 

g4185892 

210 

8.0e-17 

118 

37 

(AL033125) l-evidence=predicted by content; 

1- method=genef inder; 084; l-evidence_end; 

2- evidence=predicted by match; 
2-match_accession-SWISS-PROT:P38205; 
2-match_description=HYPOTHETICAL 77.9 KD PROTEIN IN 
RRN10-MCM2 INTERGENIC 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



38522 

LIB3094-088-Q1-K1-H5 

BLASTX 

g543868 

175 

1.0e-12 

66 

52 

ATP SYNTHASE EPSILON CHAIN, MITOCHONDRIAL 

>gi_1076683_pir B47493 H+-transporting ATP synthase (EC 

3.6.1.34) epsilon chain - sweet potato 

>gi_303625_dbj_BAA03527_ (D14700) Fl-ATPase epsilon-subunit 
[Ipomoea batatas] 

38523 

LIB3094-089-Q1-K1-C10 

BLASTX 

g462141 

154 

1.0e-10 

74 

50 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE (GAPDH) 

>gi_1085816_pir S38570 glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12) - Atriplex nummularia 
>gi_409575 (U02886) glyceraldehyde-3-phosphate 
dehydrogenase [Atriplex nummularia] 
>gi_414607_emb_CAA53269_ (X75597) 

glyceraldehyde-3-phosphate dehydrogenase [Atriplex 
nummularia] 

38524 

LIB3094-089-Q1-K1-D1 

BLASTN 

g2687439 

57 

3.0e-23 



5962 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



209 

84 ^ 
Peltoboykinia tellimoides large subunit 2 6S ribosomal RNA 
gene, partial sequence 

38525 

LIB3094-089-Q1-K1-D10 

BLASTX 

g547683 

198 

1.0e-15 

51 

73 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601j?rf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

38526 

LIB3094-089-Q1-K1-D6 

BLASTX 

g4454457 

148 

2.0e-09 

56 

52 

(AC006234) unknown protein [Arabidopsis thaliana] 
38527 

LIB3094-089-Q1-K1-E10 

BLASTN 

g2920665 

102 

2.0e-50 

246 

85 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 

38528 

LIB3094-089-Q1-K1-E5 

BLASTX 

g548746 

214 

4.0e-17 

83 

60 

50S RIBOSOMAL PROTEIN L12, CHLOROPLAST PRECURSOR (CL12) 

>gi_478604_pir S21111 ribosomal protein L12 precursor, 

chloroplast - wood tobacco >gi__248303_bbs_93167 (S93166) 
ribosomal protein L12, CL12 [Nicotiana sylvestris=tobacco, 
leaf, Peptide Chloroplast, 186 aa] [Nicotiana sylvestris] 

38529 

LIB3094-089-Q1-K1-F3 

BLASTN 

gl680711 



5963 




BLAST score 


53 


E value 


6.0e-21 


Match length 


211 




84 


NCBI DescriDtion 


Glycine max gamma glutamyl hydrolase mRNA, complete cds 


Seg. No* 


38530 


Seq. ID 


LIB30 94-08 9-Q1-K1-F9 


Method 


BLASTN 


NCBI GI 


g2920665 


BLAST score 


33 


E value 


3.0e-09 


Match 1 encrhh 


73 


% idpntitv 

o x\jtv^ii l- -x. <— _y 


86 




Cil vri tip max P 4— D i nrfnri bl p rrl iTha^hh i nnp Q-fy-aricfpraqfi 

VJX V V^Xll^ 11LGL.A. f i-f X. J. 1 KJi U • -1- Jw/ _I_ ^ y _l_ U. l_ d kJ X. UllU J- <^ J- UiJ \^ 




fGSTa} mRNA, comDlete cds 


Seer. No. 


38531 


Seq. ID 


LIB3094-089-Q1-K1-G10 


Method 


BLASTX 


NCBI GI 


g4544419 


BLAST score 


222 


E value 


4 . 0e-18 








52 


WfPT riPQPTi r^f* "i on 


^ZXrTlOfiQRR^ nn Lrn own nrntpi v\ [ A rsh i rSoTi qiq 1~hal "i anal 

V -t\\^ \J \J \J Zs U ■U j U.llfi.ll\J WH ^JJ_ \J UClil [nl CtU-LUU^OXO LI 1 CI -L -L GL11 d J 


u c ^ . IN (J • 


JO J 


Sea ID 


- LIB3094-089-O1-K1-G12 


Method 


BLASTX 


NCBI GI 

LI V_<r JJ -L, XwJ -X 


g464444 


RLAST <?porp 


254 


E value 

I—I V cixuw 


4 . 0e-22 


Match length 


79 


% identity 


66 


NCRT n* 3 *^ pt*i "i dp 

i-\ w 1—} X. L/^iJVaiJ LU L-L^/il 


PROTEASOME "30 KD SnRttNTT (MHLTT CATALYTIC 1 ENDOPEPTTDASE 




COMPLEX 30 KD SnRONIT} >ai 541 nir S^ggOO nrofpaqom* 




*ii «jj xuup o x o uiiciJ — La.ua. <^yx i.UuO ju \njoi«7j / l;x u tcao ^illc 




[Arabidopsis thaliana] 


Sea No 

Kj W VJ • 1.11 V • 


38533 
•*j \j *j *j *j 


Seq. ID 


LIB3094-090-Q1-K1-B12 


Method 


BLASTX 


NCBI GI 


g541950 


BLAST score 


164 


E value 


6.0e-12 


MaiT'h 1 pnn"t~h 


45 




69 




qpfpl nv-nfpin — qovhppn >rr*i ^1057^ fT,1?957^ nnHnl in-?fi 
or^/i i piuLcxii ouyucaii /yi jiuj / u ^xji.^^j / } iivjvj.u.xxii 




[\JXyVyXliC lUaAJ 


oeq • ino . 




Seq. ID 


LIB3094-090-Q1-K1-F10 


Method 


BLASTX 


NCBI GI 


g464444 


BLAST score 


242 


E value 


3.0e-21 



5964 



Match length 95 
% identity 64 

NCBI Description PROTEASOME, 30 KD SUBUNIT (MULT I CATALYTIC EN DOPE PT I DAS E 

COMPLEX 30 KD SUBUNIT) >gi_541889_pir S39900 proteasome - 

Arabidopsis thaliana >gi_166830 (M984 95) proteasome 
[Arabidopsis thaliana] 



Seer. No. 


38535 


Seq. ID 


LIB3094-091-Q1-K1-D7 


Method 


BLASTN 


NCBI GI 


g!234899 


BLAST score 


75 


Hi V Ct X UC 


3 Oe-34 


Match length 


195 


% identity 


85 


WPRT Dpcipfi r>t* i on 

X"l V— ^ XJ X X>" O^ill <— JL V^r J. 1 


G.max mRNA for homeobox— leucine zipper protein 




38536 


q prr Tn 


LIB3094-091-O1-K1-E1 

XJ X XJ *J V S ~ \* — ' X ^£ X. i-J 


I%Lt! L.£lv_JU 


BLASTN 




M ^* f U W X J/ «J 


BLAST score 


54 


JL ValUC 


1 . 0e-21 


Match length 


70 


% identity 


94 


NPRT Df* cjr'T'i nt "i on 


Lupinus albus mRNA for adenine nucleotide translocator 


O C • LN U . 


JO J J / 




LIB3094-091-O1-K1-E6 

XJ X XJ »J \J -s \J X. \£ X. XIX. J— 1 w 


Mot" Vi o/H 

L1C 


RT.A9TX 




a4454457 

y ^ *r *j t tc -.j / 


RT.AST srorp 


221 




4 . Oe-18 


Match length 


76 


% identity 


59 




(AC006234} unknown orotein fArabidoosis thaliana] 


O fcr ^ • in U • 


38S38 

■J O J -J u 


Sea ID 


LIB3094-092-Q1-K1-E12 


I1C U11UVJ. 


RLASTN 


LN^-DX ul 




RTiAST qror^ 


42 


F. valup 

1_J v U -J- \JL 


3. Oe-14 


Match length 


229 


% identity 


87 


NCBI Description 


Soybean mRNA for endo-xyloglucan transferase, partial 


Seq. No. 


38539 


Seq. ID 


LIB3094-093-Q1-K1-B12 


Method 


BLASTN 


NCBI GI 


g!234899 


BLAST score 


217 


E value 


1.0e-119 


Match length 


289 


% identity 


94 


NCBI Description 


G.max mRNA for homeobox-leucine zipper protein 



5965 



Seq. No. 

Seq, ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

.% identity 

NCBI Description 



38540 

LIB3094-093-Q1-K1-D12 

BLASTX 

g3894158 

186 

6.0e-14 
117 
31 

(AC005312) 
thaliana] 



similar to phloem-specific lectin [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 



38541 

LIB3094-094-Q1-K1-A12 

BLASTX 

g547683 

145 

3.0e-09 

51 

61 

HEAT SHOCK COGNATE PROTEIN 80 >gi_170456 (M96549) heat 
shock cognate protein 80 [Solanum lycopersicum] 

>gi_445601_prf 1909348A heat shock protein hsp80 

[Lycopersicon esculentum] 

38542 

LIB3094-094-Q1-K1-A4 

BLASTX 

g2827637 

165 

2.0e-ll 

87 
39 

(AL021636) putative protein [Arabidopsis thaliana] 
38543 

LIB3094-094-Q1-K1-C12 

BLASTN 

g531828 

45 

2.0e-16 

149 

83 

Cloning vector pSportl, complete cds 
38544 

LIB3094-094-Q1-K1-E3 

BLASTN 

gl732555 

60 

2.0e-25 

167 

85 

Glycine max desiccation protective protein LEAS (Lea5) 
mRNA, complete cds 

38545 

LIB3094-095-Q1-K1-C7 



5966 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

gl20675 

178 

3.0e-13 

58 
57 

GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 

>gi_66011_pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38546 

LIB3094-095-Q1-K1-D10 

BLASTX 

g549063 

333 

4.0e-31 

126 

56 

TRANS LATIONALLY CONTROLLED TUMOR PROTEIN HOMOLOG (TCTP) 

>gi__1072464_pir A38958 IgE-dependent histamine-releasing 

factor homolog - rice >gi_303835_dbj_BAA02151__ (D12626) 
21kd polypeptide [Oryza sativa] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38547 

LIB3094-095-Q1-K1-D8 

BLASTX 

gl32944 

149 

4.0e-10 

39 
72 

60S RIBOSOMAL PROTEIN L3 >gi_81658_pir JQ0772 ribosomal 

protein L3 (ARP2) - Arabidopsis thaliana >gi_8G£279 
(M32655) ribosomal protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38548 

LIB3094-095-Q1-K1-E10 

BLASTX 

g4263707 

233 

9.0e-20 
91 
48 

(AC006223) 
thaliana] 



putative 70kD heat shock protein [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38549 

LIB3094-095-Q1-K1-E6 

BLASTN 

g2642237 

66 

1.0e-28 

241 

82 

Glycine max endoplasmic reticulum HSC70-cognate binding 



5967 



protein precursor (BIP) mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38550 

LIB3094-095-Q1-K1-F4 

BLASTX 

g2894592 

157 

1.0e-10 

69 

46 

(AL021889) predicted protein [Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38551 

LIB3094-096-Q1-K1-B9 

BLASTX 

g441457 

198 

1.0e-15 

70 

61 

(X73419) ubiquitin conjugating enzyme E2^ [Lycopersicon 
esculentum] 



beq. no. 




beq. lu 


T TDTAQj1_riQ^_ri1 — Tfl —171 


Method 


BLASTX 


NCBI GI 


g3860272 


BLAST score 


JDO 


Ei VdlUc 




Match length 


107 


% identity 


71 


NCBI Description 


(AC005824) putative suppressor protein [Arabidopsis 




thaliana] >gi_4314399_gb_AAD15609_ (AC006232) putat: 




protein [Arabidopsis thaliana] 


Seq. No. 


38553 


Seq. ID 


LIB3094-097-Q1-K1-C6 


Method 


BLASTX 


NCBI GI 


g4455359 


BLAST score 


150 


E value 


7.0e-10 


Match length 


89 


% identity 


35 


NCBI Description 


(AL035524) putative protein [Arabidopsis thaliana] 


Seq. No. 


38554 


Seq. ID 


LIB3094-097-Q1-K1-C9 


Method 


BLASTX 


NCBI GI 


g2780194 


BLAST score 


164 


E value 


1.0e-ll 


Match length 


81 


% identity 


49 


NCBI Description 


(AJ003197) adenine nucleotide translocator [Lupinus 


Seq. No. 


38555 


Seq. ID 


LIB3094-097-Q1-K1-D7 



5968 



Method 


BLASTX 


NCBI GI 


a2764941 


BLAST score 


155 


E value 


2.0e-10 


Match length 


75 


% identity 


39 


NCBI Description 


(X98255) 



transcriptionally stimulated by gibberellins; 
expressed in itieristematic region, and style, [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38556 

LIB3094-097-Q1-K1-G7 

BLASTX 

gl706329 

138 

7.0e-09 

53 

58 

PYRUVATE DECARBOXYLASE ISOZYME 2 (PDC) 

>gi_2146788_pir S65.471 pyruvate decarboxylase (EC 4.1.1.1) 

(clone PDC2) - Garden pea (fragment) 

>gi_1177605_emb_CAA91445_ (Z66544) pyruvate decarboxylase 
[Pisum sativum] 



Seq. No. 


38557 






Method 




NCBI GI 


O QOC1 H f\ 

gjyjoi / u 


BLAST score 


163 


E value 


1.0e-ll 


Match length 


87 


% identity 


43 


NCBI Description 


(AC004557) F17L21.13 


Seq. No. 


38558 


Seq. ID 


LIB3094-099-Q1-K1-C5 


Method 


BLASTN 


NCBI GI 


gl8658 


BLAST score 


48 


E value 


2.0e-18 


Match length 


107 


% identity 


87 


NCBI Description 


Soybean hsp22 mRNA 


Seq. No. 


38559 


Seq. ID 


LIB3094-099-Q1-K1-E5 


Method 


BLASTX 


NCBI GI 


g4539350 


BLAST score 


259 


E value 


1.0e-22 


Match length 


60 


% identity 


75 


NCBI Description 


(AL035539) putative 


Seq. No. 


38560 


Seq. ID 


LIB3094-099-Q1-K1-F1 


Method 


BLASTX 



[Arabidopsis thaliana] 



[Arabidopsis thaliana] 



5969 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
.NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



g548746 
161 

4.0e-ll 

64 
52 

SOS RIBOSOMAL PROTEIN L12, CHLOROPLAST PRECURSOR (CL12) 

>gi_478604_pir S21111 ribosomal protein L12 precursor, 

chloroplast - wood tobacco >gi_248303_bbs_93167 (S93166) 
ribosomal protein L12, CL12 [Nicotiana sylvestris=tobacco, 
leaf, Peptide Chloroplast, 186 aa] [Nicotiana sylvestris] 



38561 

LIB3094-100-Q1-K1-B12 

BLASTX 

gl24224 

351 

3.0e-33 

120 

57 

INITIATION 
>gi_100345 



FACTOR 5A-1 
pir S21060 



(EIF-5A) (EIF-4D) ~* 

translation initiation factor eIF-5A 
- common tobacco >gi_19887_emb_CAA45105_ (X63543) 
eukaryotic initiatin factor 5A (3) [Nicotiana tabacum] 



38562 

LIB3094-100-Q1-K1-C12 

BLASTX 

g3024020 

363 

1.0e-34 

112 
65 

INITIATION FACTOR 5A-3 (EIF-5A) (EIF-4D) 

>gi_2225881_dbj_BAA20877_ (AB004824) eukaryotic initiation 
factor 5A3 [Solanum tuberosum] 

38563 

LIB3094-100-Q1-K1-C3 

BLASTN 

g457569 

43 

6.0e-15 

79 
89 

Soybean mRNA for endo-xyloglucan transferase, partial cds 
38564 

LIB3094-100-Q1-K1-D8 

BLASTX 

g541939 

160 

6.0e-ll 

59 

56 

endoxyloglucan transferase - soybean 



Seq. No. 



38565 



5970 



# 



Seq. ID 




Method 


BLASTX 


NCBI GI 


g2920666 


BLAST score 


154 


E value 


2.0e-10 


Match length 


80 


% identity 


45 


NCBI Description 


(AF048978) 2 7 4-D mauciDle glutathione b-transrerase 




[Glycine max] 


Seq. No. 


38566 


Seq. ID 


LIB30y4-lUl-QI-Ki-Al 


Method 


BLASTN 


NCBI GI 


gl675195 


BLAST score 


109 


E value 


3.0e-54 


Match length 


233 


% identity 


87 


NCBI Description 


Pisum sativum (clone PsRCI22-3) callus protein r£S mi 


complete cds 


Seq. No. 


38567 


Seq. ID 


t mono 4 i ai /^i v1 
LIBoUy4-lUl-Ql-KI-C / 


Method 


BLASTX 


NCBI GI 


g4454457 


BLAST score 


98 


E value 


9 . Oe-09 


Match length 


72 


% identity 


53 


NCBI Description 


(AC006234) unknown protein [Arabidopsis thaliana] 


Seq. No. 


38568 


Seq. ID 


LIB3094-101-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g2606080 


BLAST score 


51 


E value 


8.0e-20 


Match length 


107 


% identity 


87 


NCBI Description 


Glycine max sucrose synthase (SS) mRNA, complete cds 


Seq. No. 


38569 


Seq. ID 


LIB3094-101-Q1-K1-E5 


Method 


BLASTX 


NCBI bl 


~i on £7 r 
gizu d / o 


BLAST score 


177 


E value 


5.0e-13 


Match length 


79 


% identity 


56 


NCBI Description 


GLYCERALDEHYDE 3-PHOSPHATE DEHYDROGENASE, CYTOSOLIC 



Seq. No. 
Seq. ID 



>gi_66011__pir DEIS3C glyceraldehyde-3-phosphate 

dehydrogenase (EC 1.2.1.12), cytosolic - white mustard 
>gi_21143_emb_CAA27844_ (X04301) GAPDH (aa 1-338) [Sinapis 
alba] 

38570 

LIB3094-101-Q1-K1-F1 



5971 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI Ql 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



BLASTN 

gl518539 

155 

8.0e-82 

275 

89 

Glycine max UDP-glucose dehydrogenase mRNA, complete cds 



38571 

LIB3094-101-Q1-K1-G1 

BLASTN 

gl518539 

147 

5.0e-77 

311 

87 

Glycine max UDP-glucose dehydrogenase mRNA, 



complete cds 



38572 

LIB3094-101-Q1-K1-G6 

BLASTN 

g!518539 

81 

8.0e-38 

173 

87 

Glycine max UDP-glucose dehydrogenase mRNA/ complete cds 
38573 

LIB3094-103-Q1-K1-C5 

BLASTN 

gl234899 

215 

1.0e-117 

227 

99 

G.max mRNA for homeobox-leucine zipper protein 
38574 

LIB3094-103-Q1-K1-C8 

BLASTX 

g417494 

162 

3.0e-ll 

84 

46 

18 KD SEED MATURATION PROTEIN >gi_170008 (M80666) 
maturation polypeptide [Glycine max] 

>gi_444332_prf 1906381A 18kD late embryogenesis abundant 

protein [Glycine max] 

38575 

LIB3094-103-Q1-K1-D1 

BLASTX 

g464444 

119 

1.0e-12 



5972 



Match length 90 ^ 

NCBi e DesSiption -PKOTEASOME, 30 KD SUBUNIT (MULT I CATALYTIC ENDOPEPTIDASE 
COMPLEX 30 KD SUBUNIT) >gi_54188 9_pir_S39900 proteasome 
Arabidopsis thaliana >gi_166830 (M98495) proteasome 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38576 

LIB3094-103-Q1-K1-F1 

BLASTN 

g2920665 

163 

1.0e-86 

199 
95 

Glycine max 2,4-D inducible glutathione S-transf erase 
(GSTa) mRNA, complete cds 

38577 

LIB3094-103-Q1-K1-F4 

BLASTX 

g4191782 

141 

3.0e-09 

69 

49 

(AC005917) WD-40 repeat protein [Arabidopsis thaliana] 
38578 

LIB3094-104-Q1-K1-G8 

BLASTN 

g!69980 

177 

6.0e-95 

277 

91 

Soybean heat-shock protein (Gmhsp26-A) gene, complete cds 
38579 

LIB3106-003-Q1-K1-A9 

BLASTN 

gl8775 

106 

1.0e-52 

249 

91 

G.max tufA gene for chloroplast translation elongation 
factor EF-Tu 



Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 



38580 

LIB3106-003-Q1-K1-B3 

BLASTX 

g3482917 

163 

8.0e-12 

70 
54 



5973 



NCBI Description 



(AC003970) Similar to Glucose-6-phosphate dehydrogenases, 
gi_2276344, gi_2829880, gi_2352919 and others. [Arabidopsis 
thaliana] 





Seq. No. 


38581 




Seq. ID 


LIB3106-003-Q1-K1-C2 




Method 


BLASTX ^ 




NCBI GI 


g3367J?S2 v - ; . - . 




BLAST score 


o *5 n 

235 




E value 


1.0e-19 




Match length 


68 




% identity 


71 




NCBI Description 


(AL031135) putative protein [Arabidopsis thaliana] 




Seq. No. 


38582 




Seq. ID 


LIB3106-003-Q1-K1-D3 




Method 


BLASTX 




NCBI GI 


g541943 


-.Hi 


BLAST score 


188 




E value- 


2.0e-14 


.:::r.5S. 


Match length 


56 




% identity 


64 




NCBI Description 


metallothionem - soybean >gi_228 682__prf 1808316A 






metallothionein-like protein [Glycine max] 




Seq. No. 


38583 


" 


Seq. ID 


LIB3106-004-Q1-K1-A9 




Method 


BLASTN 




NCBI GI 


g!70089 


p 


BLAST score 


67 




E value 


2.0e-29 




Match length 


303 




% identity 


81 




NCBI Description 


G.max vegetative storage protien mRNA (VSP27), complete 




Seq. No. 


38584 




Seq. ID 


LIB3106-004-Q1-K1-B10 




Method 


BLASTX 




NCBI GI 


g541943 




BLAST score 


202 




E value 


9.0e-16 




Match length 


53 




% identity 


68 




NCBI Description 


metallothionem - soybean >gi__228682_prf 1808316A 






metallothionein-like protein [Glycine max] 




Seq. No. 


38585 




Seq. ID 


LIB3106-004-Q1-K1-B4 




Method 


BLASTX 




NCBI GI 


gl495366 




BLAST score 


180 




E value 


2.0e-13 ' 




Match length 


83 




% identity 


46 




NCBI Description 


(Z69370) nitrite transporter [Cucumis sativus] 



Seq. No. 



38586 



5974 



Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 
Match length 
% identity 
= NCBI Description 



LIB3106-004-Q1-K1-C11 

BLASTX' 

gl848214 

346 

2.0e-39 

135 
67 

(Y11210) 
.tabacum] 



uracil phosphoribosyltransf erase [Nicotiana 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38587 

LIB3106-004-Q1-K1-E1 

BLASTX 

g3122572 

222 

2.0e-18 

92 

53 

NADH- UBIQUINONE OXIDOREDUCTASE 75 KD SUBUNIT PRECURSOR 
(COMPLEX I-75KD) (CI-75KD) (76 KD MITOCHONDRIAL COMPLEX I 

SUBUNIT) >gi_1084434_pir_S52737 NADH dehydrogenase 
(ubiquinone) (EC 1.6.5.3) 76K chain precursor - potato 

>gi_758340_emb_CAA59818_ (X85808) 76 kDa mitochondrial 

complex I subunit [Solanum tuberosum] 

38588 

LIB3106-004-Q1-K1-E11 

BLASTX 

g2911071 

193 

7.0e-15 

84 

49 

(AL021960) hypothetical protein [Arabidopsis thaliana] 
38589 

LIB3106-004-Q1-K1-E5 

BLASTN 

g22219 

63 

5.0e-27 

179 

84 

Z.mays ZSF4C2 gene for 22 kD zein 
38590 

LIB3106-005-Q1-K1-A12 

BLASTX 

g4115925 

168 

1.0e-19 

93 

56 

(AF118222) contains similarity to RNA recognition motifs 
(Pfam: PF00076, Score=5 . 5e-23, N=2) [Arabidopsis thaliana] 
>gi_4539439_emb_CAB40027.1_ (AL049523) RNA-binding protein 
[Arabidopsis thaliana] 



5975 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38591 

LIB3106-006-Q1-K1-A6 

BLASTN 

g!055367 

364 

0.0e+00 

432 

96 

Glycine max ribulose-l 7 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38592 

LIB3106-006-Q1-K1-B8 

BLASTN 

gl055367 

375 

0.0e+00 

387 

99 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

38593 

LIB3106-006-Q1-K1-E11 

BLASTN 

g!055367 

326 

0.0e+00 

425 

94 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

38594 

LIB3106-006-Q1-K1-E12 

BLASTN 

g297877 

60 

4.0e-25 

152 

85 

A.thaliana UBC10 mRNA for ubiquitin conjugating enzyme 
homolog >gi_349212_gb_L00640_ATHUBCC Arabidopsis thaliana 
ubiquitin conjugating enzyme mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38595 

LIB3106-006-Q1-K1-E3 

BLASTX 

gl480078 

145 

2.0e-09 

52 
58 

(X99696) shaggy-like protein kinase iota [Arabidopsis 
thaliana] >gi_2444277 (AF019927) GSK3/shaggy-like protein 
kinase [Arabidopsis thaliana] 



5976 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq* No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38596 

LIB3106-006-Q1-K1-F4 

BLASTN 

gl8761 

275 

1.0e-153 

353 ^ • 

96 

Soybean stem mRNA for 31 kD glycoprotein 
38597 

LIB3106-006-Q1-K1-H3 

BLASTN 

g343344 

113 

6.0e-57 
197 
8 9 

Soybean chloroplast 16S rRNA (3' end), 18S rRNA (5 fl end), 
Ile-tRNA, and Ala-tRNA genes 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38598 

LIB3106-006-Q1-K2-A11 

BLASTN 

g!055367 

325 

0.0e+00 

405 

95 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA 7 complete cds 



Seq. No. 


38599 


Seq. ID 


LIB3106-006-Q1-K2-E6 


Method 


BLASTN 


NCBI GI 


gl8729 


BLAST score 


56 


E value 


7.0e-23 


Match length 


84 


% identity 


93 


NCBI Description 


Soybean (Glycine max) 18S 


Seq. No. 


38600 


Seq. ID 


LIB3106-006-Q1-K2-F6 


Method 


BLASTN 


NCBI GI 


gl70087 


BLAST score 


74 


E value 


1.0e-33 


Match length 


202 


% identity 


85 


NCBI Description 


G.max vegetative storage ; 


Seq. No. 


38601 


Seq. ID 


LIB3106-006-Q1-K2-G6 


Method 


BLASTX 


NCBI GI 


g2392021 



ribosomal RNA 



5977 



BLAST score 

E. value 

Match length 

% identity 

NCBI Description 



Seq. -No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



187 

4.0e-14 

110 

42 

(D63425) phopholipid hydroperoxide glutathione 
peroxidase-like protein [Spinacia oleracea] 

38602- 

LIB3106-007-Q1-K1-A2 

BLASTX 

§1705678 

303 

6.0e-28 

74 

80 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG [VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 

38603 

LIB3106-007-Q1-K1-A7 

BLASTX 

gl705678 

258 

1.0e-22 

80 
65 

CELL DIVISION CYCLE PROTEIN 48 HOMOLOG (VALOSIN CONTAINING 
PROTEIN HOMOLOG) (VCP) >gi_862480 (U20213) 
valosin-containing protein [Glycine max] 



Seq. No. 


38604 


Seq. ID 


LIB3106-007- 


Method 


BLASTN 


NCBI GI 


g3021374 


BLAST score 


306 


E value 


1.0e-172 


Match length 


310 


% identity 


100 


NCBI Description 


Glycine max 


Seq. No. 


38605 


Seq. ID 


LIB3106-007- 


Method 


BLASTX 


NCBI GI 


g3335375 


BLAST score 


160 


E value 


5.0e-16 


Match length 


61 


% identity 


75 


NCBI Description 


(AC003028) 


Seq. No. 


38606 


Seq. ID 


LIB3106-007 


Method 


BLASTX 


NCBI GI 


gl30271 


BLAST score 


147 


E value 


2.0e-09 



for profilin, PROl 



5978 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



97 
40 

PLASTOCYANIN PRECURSOR >gi_100238_pir S05303 plastocyanin 

precursor - tomato >gi_19300_emb_CAA32121_ (X13934) 
pre-plastocyanin (AA -64 to 106) [Lycopersicon esculentum] 

38607 

LIB3106-007-Q1-K1-C9 

BLASTX 

g3935169 

299 

4.0e-27 

68 

85 

(AC004557) F17L21.12 [Arabidopsis thaliana] 



38608 

LIB3106-007-Q1-K1- 

BLASTN 

g439856 

60 

4.0e-25 

259 
81 

Glycine 



■E8 



max Williams 82 lipoxygenase mRNA, complete cds 



38609 

LIB3106-007-Q1-K1-F3 

BLASTN 

gl70091 

306 

1.0e-172 

406 

94 

Glycine max vegetative storage protein (vspB) gene, 
complete cds 

38610 

LIB3106-007-Q1-K1-H10 

BLASTN 

gl69056 

75 

5.0e-34 

233 
84 

P. sativum carbonic anhydrase mRNA, complete cds 



38611 

LIB3106-008-Q1-K1-A1 

BLASTN 

g438216 

108 

9.0e-54 

251 

86 

P. sativum mRNA for T 
multi-enzyme complex 



subunit of glycine decarboxylase 



5979 



# 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38612 

LIB3106-008-Q1-K1-D4 

BLASTX 

g2497906 

170 

1.0e-12 

61 

54 

METALLOTHIONEIN-LIKE PROTEIN TYPE 3 

>gi_1566700_emb_CAA69624_ (Y08322) metallothionein-like 
protein [Carica papaya] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38613 

LIB3106-008-Q1-K1-D5 

BLASTX 

g3355465 

340 < 

2.0e-32 

77 

86 

(AC004218) putative Ser/Thr protein kinase [Arabidopsis 
thaliana] 



Seq. No. 

Seq. ID 

.Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38614 

LIB3106-008-Q1-K1-E6 , 

BLASTN 

g531832 

33 

3.0e-09 

73 

86 

Cloning vector pSport2, complete sequence 



38615 

LIB3106-008-Q1-K1-H5 

BLASTX 

g3914435 

138 

7.0e-09 

59 

51 

PROFILIN 1 >gi_3021375_emb_CAA1175 6_ 
[Glycine max] 



(AJ223982) profilin 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38616 

LIB3106-009-Q1-K1-A11 

BLASTX 

g2842478 

158 

1.0e-10 

97 
38 

(AL021749) receptor protein kinase like protein 
[Arabidopsis thaliana] 



Seq. No. 



38617 



5980 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-009-Q1-K1-B11 

BLASTN 

gl69897 

175 

1.0e-93 

351 

87 

G.max 28 kDa protein, complete cds 
38618 

LIB3106-009-Q1-K1-C11 

BLASTX 

g3618320 

239 

3.0e-20 

74 

54 

(AB001888) zinc finger protein [Oryza sativa] 
38619 

LIB3106-009-Q1-K1-C6 

BLASTX 

gl922964 

153 

4.0e-10 

38 

79 

(AC000106) Similar to Schizosaccharomyces CCAAT -binding 
factor (gb_U88525). EST gb_T04310 comes from this gene. 
[Arabidopsis thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
■ BLAST score 
E value 



38620 

LIB3106-009-Q1-K1-D8 

BLASTX 

g4406384 

355 

1.0e-33 

115 

59 

(AF112303) serine acetyltransf erase [Arabidopsis thaliana] 
38621 

LIB3106-009-Q1-K1-F3 

BLASTN 

g531832 

38 

4.0e-12 

142 

82 

Cloning vector pSport2, complete sequence 
38622 

LIB3106-009-Q1-K1-H5 

BLASTX 

g4185511 

339 

6.0e-32 



5981 



Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI Gi 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



84 
79 

(AF102822) actin depolymerizing factor 4 [Arabidopsis 
thaliana] 



38623 

LIB3106-010-Q1-K1-C4 

BLASTX 

g4432836 

170 

4.0e-12 

53 
58 

(AC006283) unknown protein 



[Arabidopsis thaliana] 



38624 

LIB3106-010-Q1-K1-C9 

BLASTX 

g531829 

155 

2.0e-10 

55 
64 

(U12390) 
pSportl] 



beta-galactosidase alpha peptide [cloning vector 



38625 

LIB3106-010-Q1-K1-D5 

BLASTX 

g3176874 

153 

6.0e-10 

43 

60 

(AF065639) 
thaliana] 



cucuraisin-like serine protease [Arabidopsis 



38626 

LIB3106-010-Q1-K1-F11 

BLASTN 

g2130559 

80 

4.0e-37 

254 

88 

Glycine max elongation factor- 
cds 



1 alpha (TefSl) gene, partial 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38627 

LIB3106-010-Q1-K1-F8 

BLASTX 

gl!4975 

156 

1.0e-10 

85 
45 

CYANOGENIC BETA-GLUCOSIDASE 



PRECURSOR (LINAMARASE) 



5982 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 
Seq. ID 
Method 
NCBI GI 



>gi_67490j?ir GLJY14 beta-glucosidase (EC 3.2.1.21) 

precursor (clone TRE104) - white clover (fragment) 
>gi_21953_emb_CAA40057.1_ (X56733) beta-glucosidase 
[Trifolium repens] 

38628 

LIB3106-010-Q1-K1-G5 

BLASTX 

g4455365 

190 

8.0e-15 

69 

59 

(AL035524) putative protein [Arabidopsis thaliana] 
38629 

LIB3106-011-Q1-K1-A1 

BLASTN 

gl055367 

121 

2.0e-61 

294 

92 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 

38630 

LIB3106-011-Q1-K1-C5 

BLASTX 

g541943 

248 

4.0e-21 

62 

73 

metallothionein - soybean >gi_228682_prf 1808316A 

metallothionein-like protein [Glycine max] 

38631 

LIB3106-011-Q1-K1-C7 

BLASTX 

g2833383 

413 

4.0e-55 

145 

68 

GRANULE-BOUND GLYCOGEN (STARCH) SYNTHASE PRECURSOR (GBSSI) 

>gi_2129897_pir S61504 UDPglucose — starch 

glucosyltransf erase (EC 2.4.1.11) isoform I precursor - 
garden pea >gi_385411_bbs_131618 granule-bound starch 
synthase isoform I, GBSSI [Pisum sativum=peas, BC1/9RR, 
Peptide, 603 aa] >gi_887571_emb_CAA61268_ (X88789) glycogen 
(starch) synthase [Pisum sativum] 

38632 

LIB3106-011-Q1-K1-D7 

BLASTX 

g3402705 



5983 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



176 

7.0e-13 

41 
80 

(AC004261) hypothetical protein [Arabidopsis thaliana] 
38633 

LIB3106-011-Q1-K1-G3 

BLASTN 

gl69980 

275 

1.0e-153 
363 
94 

Soybean heat-shock protein 



(Gmhsp26-A) gene, complete cds 



38634 

LIB3106-011-Q1-K1-H12 

BLASTN 

gl079735 

113 

5.0e-57 

201 

89 

Glycine soja ribulose 1, 5-bisphosphate carboxylase small 
subunit precursor (rbcS) gene, nuclear gene encoding 
chloroplast protein, complete cds 



Seq. No. 


38635 


Seq. ID 


LIB3106-011-Q1-K1-H7 


Method 


BLASTN 


NCBI GI 


g!69974 


BLAST score 


55 


E value 


2.0e-22 


Match length 


123 


% identity 


86 


NCBI Description 


Glycine max vspA gene, complete cds 


Seq. No. 


38636 


Seq. ID 


LIB3106-013-Q1-K1-A5 


Method 


BLASTX 


NCBI GI 


g3786009 


BLAST score 


185 


E value 


8.0e-14 


Match length 


37 


% identity 


92 


NCBI Description 


(AC0054 99) unknown protein [Arabidops 


Seq. No. 


38637 


Seq. ID 


LIB3106-013-Q1-K1-E1 


Method 


BLASTX 


NCBI GI 


g2511576 


BLAST score 


375 


E value 


4.0e-36 


Match length 


132 


% identity 


63 


NCBI Description 


(Y13177) multicatalytic endopeptidase 



5954 



thaliana] 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38638 

LIB3106-013-Q1-K1-E2 

BLASTX 

g3421104 

164 

1.0e-ll 
80 
46 

(AF043531) 
thaliana] 



20S proteasome beta subunit PBB2 [Arabidopsis 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38639 

LIB3106-013-Q1-K1-F2 

BLASTN 

gl055367 

104 

2.0e-51 

248 

86 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 



38640 

LIB3106-013-Q1-K1-F8 

BLASTN 

g20015 

53 

7.0e-21 

125 

86 

N.tabacum mRNA for chloroplast ribosomal protein CL28 
38641 

LIB3106-013-Q1-K1-F9 

BLASTX 

g2677830 

252 

1.0e-21 

98 

56 

(U93168) ribosomal protein L12 [Prunus armemaca] 
38642 

LIB3106-013-Q1-K1-H10 

BLASTX 

g3063445 

201 

8.0e-16 

88 

5 

(AC003981) F22013.7 [Arabidopsis thaliana] 
38643 

LIB3106-014-Q1-K1-A4 
BLASTN 



5985 



ft 



NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq.. No. 

Seq." ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



gl70089 
227 

1.0e-125 

291 
95 

G.max vegetative storage protien mRNA (VSP27), complete cds 
38644 

LIB3106-014-Q1-K1-C11 

BLASTX 

g2347088 

257 

2.0e-22 

80 

65 

(U72765) non-specific lipid transfer protein PvLTP-24 
[Phaseolus vulgaris] 

38645 

LIB3106-014-Q1-K1-C7 

BLASTX 

g4415912 

297 

5.0e-30 

113 

60 

(AC006282) putative protease [Arabidopsis thaliana] 
38646 

LIB3106-014-Q1-K1-D12 

BLASTX 

g267079 

190 

1.0e-14 
72 

60 . r ~ 

TUBULIN BETA- 6 CHAIN >gi_320187_pir JQ1590 tubulin beta-6 

chain - Arabidopsis thaliana >gi_166904 (M84703) beta-6 
tubulin [Arabidopsis thaliana] 



Seq. No. 38647 

Seq. ID LIB3106-014-Q1-K1-G6 

Method BLASTX 

NCBI GI g4432839 

BLAST score 158 

E value 1.0e-10 

Match length 90 

% identity 52 

NCBI Description (AC006283) unknown protein [Arabidopsis thaliana] 



Seq. No. 38648 

Seq. ID LIB3106-015-Q1-K1-B6 

Method BLASTX 

NCBI GI g2245140 

BLAST score 221 

E value 5.0e-18 

Match length 59 



5986 




% identity 


76 


NCBI Description 


(Z97344) 2n finger protein homolog [Arabidopsis thaliana] 


Seq. No. 


38649 


Seq. ID 


LIB3106-015-Q1-K1-C2 


Method 


BLASTX 


NCBI GI 


g4263712 


BLAST score 


283 


E value 


2.0e-25 


Match length 


108 


% identity 


58 


NCBI Description 


(AC006223) putative ribosomal protein S12 [Arabidopsis 




thaliana] 


Seq. No. 


38650 


Seq. ID 


LIB3106-015-Q1-K1-C4 


Method 


BLASTX 


NCBI GI 


g595768 


BLAST score 


137 


E value 


1.0e-08 


Match length 


45 


% identity 


62 


NCBI Description 


(U13866) non-functional lacZ alpha peptide [Cloning vector 


Seq. No. 


38651 


Seq, ID 


LIB3106-015-Q1-K1-E3 


Method 


BLASTX 


NCBI GI 


g2149640 


BLAST score 


397 


E value 


l.Ge-38 


Match length 


113 


% identity 


72 


NCBI Description 


(U91995) Argonaute protein [Arabidopsis thaliana] 


Seq. No. 


38652 


Seq. ID 


LIB3106-015-Q1-K1-F1 


Method 


BLASTX 


NCBI GI 


g548852 


BLAST score 


318 


E value 


2.0e-29 


Match length 


81 


% identity 


69 


NCBI Description 


40S RIBOSOMAL PROTEIN S21 >gi 481227 pir S38357 ribosomal 




protein S21 - rice >gi_303839_dbj_BAA02158_ (D12633) 40S 




subunit ribosomal protein [Oryza sativa] 


Seq. No. 


38653 


Seq. ID 


LIB3106-015-Q1-K1-F11 


Method 


BLASTX 


NCBI GI 


g541943 


BLAST score 


257 


E value 


4.0e-22 


Match length 


71 


% identity 


70 


NCBI Description 


metallothionein - soybean >gi_228682_prf 1808316A 




metallothionein-like protein [Glycine max] 



5987 



Seq, No. 


38654 


Seq. ID 


LIB3106-015-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


gl854386 


BLAST score 


169 


E value 


5.0e-12 


Match length 


52 


% identity 


60 


NCBI Description 


(AB001375) similar to soluble NSF attachment 




vinif era] 


Seq, No. 


38655 


Seq, ID 


LIB3106-015-Q1-K1-H12 


Method 


BLASTX 


NCBI GI 


gl353352 


BLAST score 


211 


E value 


6.0e-17 


Match length 


105 


% identity 


39 


NCBI Description 


(U31975) alanine aminotransferase [Chlamydom 




r^inhardtii] 


Seq. No. 


38656 


Seq. ID 


LIB3106-015-Q1-K1-H4 


Method 


BLASTX 


NCBI GI 


a2369714 


BLAST score 


312 


E value 


4.0e-29 


Match length 


82 


% identity 


73 


NCBI Description 


(Z97178) elongation factor 2 [Beta vulgaris] 


Seq. No. 


38657 


Seq. ID 


LIB3106-016-Q1-K1-A1 


Method 


BLASTN 


NCBI GI 


g3176073 




32 


E value 


1.0e-08 


Match length 


81 


% identity 


87 


NCBI Description 


Medicago sativa mRNA for protein phosphatase 




subunit 


Seq. No. 


38658 


Seq. ID 


LIB3106-016-Q1-K1-A2 


Method 


BLASTN 


NCBI GI 


a516853 


BLAST score 


76 


E value 


1.0e-34 


Match length 


259 


% identity 


43 


NCBI Description 


Soybean SUBI-2 gene for ubiquitin, complete 


Seq. No. 


38659 


Seq. ID 


LIB3106-018-Q1-K1-A7 


Method 


BLASTX 


NCBI GI 


g4098517 



gamma 



5988 



BLAST score 
E value 
Match length 
% identity 
NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No* 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



315 

5.0e-29 

108 

56 

(U79114) auxin-binding protein ABP19 [Prunus persica] 
38660 

LIB3106-018-Q1-K1-D5 

BLASTX 

g4325342 

279 

4.0e-25 

78 
67 

(AF128393) No definition line found [Arabidopsis thaliana] 
38661 

LIB3106-018-Q1-K1-D7 

BLASTN 

g3821780 

36 

6.0e-ll 

38 
61 

Xenopus laevis cDNA clone 27A6-1 



38662 

LIB3106-018-Q1-K1-E1 

BLASTN 

g836895 

32 

1.0e-08 

68 
87 

Saccharomyces cerevisiae 



CSP2 gene, complete cds 



38663 

LIB3106-019-Q1-K1-A1 

BLASTX 

g595768 

156 

2.0e-10 

47 

62 

(U13866) non- functional lacZ alpha peptide [Cloning vector] 
38664 

LIB3106-019-Q1-K1-B3 

BLASTN 

gl70089 

390 

0.0e+00 

424 

98 

G.max vegetative storage protien mRNA 



(VSP27 ) , complete cds 



Seq. No. 



38665 



5989 



Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



LIB3106-019-Q1-K1-B7 

BLASTX 

g2580440 

299 

3.0e-27 

61 

89 

(D87261) PCF2 [Oryza sativa] 
38666 

LIB3106-019-Q1-K1-D12 

BLASTN 

gl658196 

157 

6.0e-83 

302 

79 

Ricinus communis calreticulin mRNA, complete cds 
38667 

LIB3106-019-Q1-K1-D7 

BLASTN 

gl055367 

63 

6.0e-27 

145 

92 

Glycine max ribulose-1, 5-bisphosphate carboxylase small 
subunit mRNA, complete cds 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38668 

LIB3106-019-Q1-K1-D8 

BLASTN 

gl8775 

75 

5.0e-34 

332 

84 

G.max tufA gene for chloroplast translation elongation 
factor EF-Tu 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 
Seq. ID 
Method 
NCBI GI 
BLAST score 
E value 



38669 

LIB3106-019-Q1-K1-F4 

BLASTN 

g!70089 

91 

1.0e-43 

284 

86 

G.max vegetative storage protien 
38670 

LIB3106-019-Q1-K1-G1 

BLASTN 

gl69899 

173 

2.0e-92 



mRNA (VSP27), complete cds 



5990 



Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 

Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



O 

321 
88 

G.max 31 kDa protein mRNA, 3' end 



38671 

LIB3106-019-Q1-K1-G4 

BLASTX 

g452593 

137 

1.0e-08 

53 
53 

(D21814J ORF [Lilium longiflorum] 
38672 

LIB3106-019-Q1-K1-H8 

BLASTN 

g533691 

107 

4.0e-53 

292 

89 

Glycine max Essex protease inhibitor mRNA, 



complete cds 



38673 

LIB3106-020-Q1-K1-A1 

BLASTX 

g2982303 

414 

1.0e-40 

91 
86 

(AF051236) hypothetical protein [Picea mariana] 
38674 

LIB3106-020-Q1-K1-A8 

BLASTX 

g3914667 

193 

7.0e-15 

64 

62 

SOS RIBOSOMAL PROTEIN L28, CHLOROPLAST PRECURSOR 
>gi_2459427 (AC002332) putative chloroplast SOS ribosomal 
protein L28 [Arabidopsis thaliana] 



38675 

LIB3106-020-Q1-K1-C10 

BLASTX 

g4580575 

181 

2.0e-13 

47 

68 

(AF082176) auxin response 



factor 9 [Arabidopsis thaliana] 



Seq. No. 



38676 



5991 




Seq. ID 


LIB3106-020-Q1-K1-C5 


Method 


BLASTX 


KfpOT (IT 




BLAST score 


205 


E value 


2.0e-16 


Match length 


67 


% identity 


54 


NCBI Description 


(AC005560) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


38677 


Seq. ID 


LIB3106-020-Q1-K1-D8 


Method 


BLASTX 


NCBI GI 


g2642433 




X. 0 0 


E value 


7.0e-14 


Match length 


115 


% identity 


26 


NCBI Description 


(AC002391) putative receptor protein kinase [Arabidopsis 




thaliana] 


Seq. No. 


38678 


Seq. ID 


LIB3106-020-Q1-K1-E2 


Method 


BLASTX 




gj ( U/Zoz i 


BLAST score 


150 


E value 


1.0e-09 


Match length 


68 


% identity 


46 


NCBI Description 


(AC005397) unknown protein [Arabidopsis thaliana] 


Seq. No. 


38679 


Seq. ID 


LIB3106-020-Q1-K1-E6 


Method 


BLASTX 




gju J J Jo :? 


BLAST score 


226 


E value 


2.0e-18 


Match length 


126 


% identity 


5 


NCBI Description 


(AC004238) Cf-2.1-like protein [Arabidopsis thaliana] 


Seq. No. 


38680 


Seq. ID 


LIB3106-020-Q1-K1-F6 


Method 


BLASTN 


WT4T (IT 


rrl P7£1 
y 10 / 01 


BLAST score 


247 


E value 


1.0e-137 


Match length 


323 


% identity 


94 


NCBI Description 


Soybean stem mRNA for 31 kD glycoprotein 


Seq. No. 


38681 


Seq. ID 


LIB3106-020-Q1-K1-G7 


Method 


BLASTN 


NCBI GI 


gl69897 


BLAST score 


137 


E value 


5.0e-71 


Match length 


373 



5992 



% identity 


84 




NCBI Description 


G.max 28 kDa protein, complete cds 




Seq. No. 


38682 




Seq. ID 


LIB3106-021-Q1-K1-A3 




Method 


BLASTX 




NPRT (IT 


a629858 




BLAST score 


197 




E value 


2.0e-26 




Match length 


103 




% identity 


60 




NCBI Description 


protein kinase C inhibitor - maize 




Seq. No. 


38683 




Seq. ID 


LIB3106-021-Q1-K1-B3 




Method 


BLASTN 




NCBI GI 


gl055367 






t j j. 




E value 


0.0e+00 




Match length 


450 




% identity 


99 




NCBI Description 


Glycine max ribulose-1, 5-bisphosphate 


carboxylase small 




subunit mRNA, complete cds 




Seq. No. 


38684 




Seq. ID 


LIB3106-021-Q1-K1-B7 




Method 


BLASTN 




KffRT ai 
rt X *a J. 






BLAST score 


143 




E value 


1.0e-74 




Match length 


279 




% identity 


88 




NCBI Description 


G.max vegetative storage protein mRNA 


(VSP25 gene) 


Seq. No. 


38685 




Seq. ID 


LIB3106-021-Q1-K1-C10 




Method 


BLASTN 






g2905777 




BLAST score 


47 




E value 


2.0e-17 




Match length 


79 




% identity 


90 




NCBI Description 


Glycine max ribosomal protein L41 mRNA, partial cds 


Seq. No. 


38686 




Seq. ID 


LIB3106-021-Q1-K1-D1 




Method 


BLASTN 




NCBI GI 


gl055367 






96 




E value 


1.0e-46 




Match length 


320 




% identity 


82 




NCBI Description 


Glycine max ribulose-1, 5-bisphosphate 


carboxylase small 




subunit mRNA, complete cds 




Seq. No. 


38687 




Seq. ID 


LIB3106-021-Q1-K1-D10 





5993 



Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



Seq. No. 

Seq. ID 

Method / 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



BLASTX 

g3367536 

299 

4.0e-27 

70 

89 

(AC004392) Contains similarity to symbiosis-related like 
protein F1N20.80 gi_2961343 from A. thaliana BAC 
gb_AL022140. EST gb_T04695 comes from this gene, 
[Arabidopsis thaliana] 

38688 

LIB3106-021-Q1-K1-D2 

BLASTX 

gl!8926 

314 

8.0e-29 

116 

55 

DESSICAT ION-RELATED PROTEIN CLONE PCC13-62 PRECURSOR 

>gi_320600_pir E45509 desiccation-related protein (clone 

PCC13-62) - Craterostigma plantagineum >gi_16747 9 (M62991) 
dessication-related protein [Craterostigma plantagineum] 

>gi_227781_prf 1710351E abscisic acid responsive protein E 

[Craterostigma plantagineum] 



Seq. No. 


38689 


Seq. ID 


LIB3106-021-Q1-K1-D5 


Method 


BLASTX 


NCBI GI 


g537313 


BLAST score 


104 


E value 


4.0e-10 


Match length 


104 


% identity 


46 


NCBI Description 


(L36159) unknown protein [Medicago sativa] 


Seq. No. 


38690 


Seq. ID 


LIB3106-021-Q1-K1-E4 


Method 


BLASTN 


NCBI GI 


g340697 


BLAST score 


139 


E value 


3.0e-72 


Match length 


351 


% identity 


86 


NCBI Description 


Soybean chloroplast 16S/23S ribosomal intergenic 


Seq. No. 


38691 


Seq. ID 


LIB3106-021-Q1-K1-F2 


Method 


BLASTN 


NCBI GI 


gl69897 


BLAST score 


204 


E value 


1.0e-lll 


Match length 


328 


% identity 


91 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq. No. 


38692 



DNA 



5994 



€1 



Seq, ID 


LIB3106-021-Q1-K1-F4 


Method 


BLASTN 




crl 698 97 


BLAST score 


429 


E value 


0.0e+00 


Match length 


465 


% identity 


98 


NCBI Description 


G.max 28 kDa protein, complete cds 


Seq* No. 


38693 


Seq. ID 


LIB3106-021-Q1-K1-F6 


Method 


BLASTX 


NCBI GI 


g4335750 






E value 


5.0e-19 


Match length 


96 


% identity 


46 


NCBI Description 


(AC0Q6284) putative beta-1, 3-endoglucanase 




thaliana] 


Seq* No. 


38694 


Seq. ID 


LIB3106-021-Q1-K1-G12 


Method 


BLASTX 


NCBI GI 


g!076509 


BLAST score 


173 


E value 


2,0e-12 


Match length 


79 


% identity 


56 



[Arabidopsis 



NCBI Description 



Seq. No. 

Seq. ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



chloroplast RNA binding protein - kidney bean 
>gi_558629_emb_CAA57551_ (X82030) chloroplast RNA binding 
protein [Phaseolus vulgaris] 

38695 

LIB3106-022-Q1-K1-B3 

BLASTX 

gl888357 

364 

4.0e-35 

77 

79 

(X98130) alpha-mannosidase [Arabidopsis thaliana] 
>gi_1890154_emb_CAA72432_ (Y11767) alpha-mannosidase 
precursor [Arabidopsis thaliana] 



Seq, No. 

Seq* ID 

Method 

NCBI GI 

BLAST score 

E value 

Match length 

% identity 

NCBI Description 



38696 

LIB3106-022-Q1-K1-C3 

BLASTX 

gl076250 

309 

2.0e-28 

91 

65 

chitinase (EC 3.2.1.14) B - Virginian pokeweed 
>gi_998516_bbs_168133 chitinase-B, PLC-B [Phytolacca 
americana=pokeweed / leaves, Peptide, 274 aa] 



Seq. No. 



38697 



5995 



• 



Seq. ID 


LIB3106-022-Q1-K1-D12 


Method 


BLASTX 


NCBI GI 


g3319884 


BLAST score 


103 r . 


£i V a. -L U." 


1 Op-09 


Match length 


56 


1 identity 


57 


NCBI Description 


(AJ224306) PRT1 [Arabidopsis thaliana] 




>gi_3319886_emb_CAA11892_ (AJ224307) PRT1 [Arabidopsis 




thaliana] 


Seq. No. 


38698 


Seq. ID 


LIB3106-022-Q1-K1-F4 


Method 


BLASTX 


NCBI GI 


g4262232 


£5 .brio 1 oQ^UXti 


1 6^ 

JL O O 


E value 


4.0e-ll 


Match length 


63 


% identity 


56 


NCBI Description 


(AC006200) putative ribosomal protein L7 [Arabidopsis 




thaliana] 


Seq. No. 


38699 


Seq. ID 


LIB3106-022-Q1-K1-F7 


Method 


BLASTX 


NCBI GI 


gl21631 


BLAST score 


312 


E value 


8.Ge~29 


Mafph 1 on rr"i~ Vi 


78 


% identity 


74 


NCBI Description 


GLYCINE-RICH CELL WALL STRUCTURAL PROTEIN 2 PRECURSOR 


>gi 72323 pir KNNT2S glycine-rich protein 2 - wood tobacco 




>gi_19743_emb_CAA42622_ (X60007) nsGRP-2 [Nicotiana 




sylvestris] 


Seq. No. 


38700 


Seq. ID 


LIB3106-022-Q1-K1-G2 


Method 


BLASTX 


MPRT {IT 




BLAST score 


141 


E value 


1.0e-08 


Match length 


91 


% identity 


44 


NCBI Description 


(AC002340) hypothetical protein [Arabidopsis thaliana] 


Seq. No. 


38701 


Seq. ID 


LIB3106-022-Q1-K1-H10 


Method 


BLASTX 


NCBI GI 


g4455155 


ajj/ioi score 


4 U / 


E value 


8.0e-40 


Match length 


108 


% identity 


74 


NCBI Description 


(AL022023) EF-1 alpha - like protein (fragment) 




[Arabidopsis thaliana] 


Seq. No. 


38702 



5996 



